Table S1. Genes regulated by EIIAN*, List of all genes from a microarray using wild-
type and the ptsN mutant Salmonella. Genes displayed 2-fold or more changes are
marked with red (increase in the ptsN mutant) and green (decrease in the ptsN mutant)

colors.



P-value Fold

Gene (OtsN/WT) | (ptsN/WT) Probe Comment

STM0001_25_59 0.46 1.74 1251519lthrLIthr operon leader peptidel+
STM0002_1688_1722 0.00 -8.34 1251520IthrAlbifunctional aspartokinase I/homeserine dehydrogenase I+
STM0003_329_363 0.84 -1.05 12515211thrBlhomoserine kinasel+
STM0004_1040_1074 0.04 -1.83 12515221thrClthreonine synthasel+

STMO0005_257_291 0.07 1.51 1251523lyaaAlhypothetical proteinl-
STM0006_784_818 0.03 1.43 1251524lyaallputative alanine/glycine transport proteinl-
STMO0007_113_147 0.04 1.38 1251525ItalBltransaldolase Bl+

STM0008_17_51 0.91 -1.01 1251526ImogAlmolybdenum cofactor biosynthesis proteinl+
STM0009_197_231 0.01 1.92 1251527lyaaHlhypothetical proteinl-
STM0010_641_675 0.36 1.07 1251528lhtgAlhypothetical proteinl-
STM0012_982_1016 0.06 1.40 1251530IldnaKimolecular chaperone DnaKl+
STM0013_797_831 0.02 2.14 125153 1IldnaJlchaperone protein DnaJl+
STM0014_673_707 0.04 1.16 1251532ISTMO014Iputative transcriptional regulator|+
STM0017_385_419 0.03 1.23 1251535ISTM001 7lhypothetical proteinl-
STM0018_1933_1967 0.02 1.76 1251536ISTMOO01 8lputative exochitinasel+
STM0019_2846_2880 0.20 1.09 1251537ISTMO019lIputative hydroxymethyltransferasel+
STM0020_241_275 0.01 1.45 1251538ISTM0020Iputative cytoplasmic proteinl+
STM0021_433_467 0.02 1.73 1251539lbcfAlfimbrial subunitl+

STM0022_193_227 0.04 3.01 1251540IbcfBlIfimbrial chaparonel+

STM0024_233_267 0.94 1.01 1251542lbcfDIfimbrial subunit|+

STM0025_81_115 0.01 2.19 125154 3IbcfElfimbrial subunitl+

STM0027_353_387 0.19 -1.15 1251545IbcfGlfimbrial chaparonel+
STM0028.1n_241_275 0.02 1.90 2673738ISTM0028.1nlhypothetical proteinl+
STM0029_334_371 0.06 -1.61 1251547ISTMO029Iputative transcriptional regulatorl-
STM0030_214_248 0.03 1.92 1251548ISTM0030lputative transcriptional regulator|+
STM0031_217_251 0.03 1.51 1251549ISTM003 1Iputative transcriptional regulatorl-
STM0033_829_863 0.03 2.46 1251551ISTM0033lputative 5'-nucleotidasel-
STM0035_895_929 0.03 -1.64 1251553ISTMO035Iputative arylsulfatasel+
STM0036_224_258 0.56 -1.07 1251554ISTMO036lputative arylsulfatase regulatorl+
STM0037_815_849 0.03 1.24 1251555ISTM0037Iputative cytoplasmic proteinl+
STM0039_232_266 0.39 1.07 1251557InhaAlpH-dependent sodium/proton antiporterl+
STM0040_361_395 0.46 1.09 1251558InhaRltranscriptional activator NhaR|+
STM0041_1377_1411 0.29 1.12 1251559ISTM0041Iputative glycosyl hydrolasel-

STM0042_767_801 0.98 -1.00 1251560ISTM0042Iputative sodium galactoside symporterl-



STM0043_49_83
STM0044_170_207
STM0045_553_587
STM0046_2362_2396
STM0047_33_67
STM0048_9_43
STM0049_517_551
STM0050_1100_1134
STM0051_385_419
STM0052_617_651
STM0053_749_783
STM0054_370_404
STM0055_1194_1228
STM0056_101_135
STM0057_1302_1336
STM0060_129_163
STM0061_1482_1516
STM0062_89_123
STM0063_65_99
STM0064_289_323
STM0067_2485_2519
STM0068_237_271
STM0069_209_243
STM0070_449_483
STMO0071_1195_1229
STM0072_731_765
STM0073_1104_1138
STM0074_663_697
STM0075_449_483
STM0078_3_37
STM0079_726_760
STM0080_33_67
STM0081_289_323
STM0082_217_251
STM0084_1787_1821

0.01
0.06
0.99
0.02
0.06
0.07
0.32
0.06
0.40
0.00
0.07
0.03
0.13
0.76
0.04
0.26
0.92
0.14
0.99
0.04
0.14
0.06
0.95
0.82
0.44
0.37
0.03
0.69
0.03
0.20
0.18
0.02
0.02
0.01
0.04

-2.11
-1.39
1.00
-1.53
1.19
1.11
-1.09
1.48
1.20
-1.52
2.27
1.43
1.25
1.06
2.72
1.55
1.01
1.22
-1.00
-1.38
-1.61
1.42
1.00
1.02
1.27
1.17
1.68
-1.06
2.30
1.54
1.25
1.36
3.68
3.65
1.61

1251561IrpsTI30S ribosomal protein S20I-

1251562lyaaYlputative cytoplasmic proteinl+
1251563lribFIbifunctional riboflavin kinase/FMN adenylyltransferasel+
1251564lileSlisoleucyl-tRNA synthetasel+

1251565lIspAllipoprotein signal peptidasel+

1251566IslpAlIFKBP-type peptidyl-prolyl cis-trans isomerasel+
1251567lispHI4-hydroxy-3-methylbut-2-enyl diphosphate reductasel+
1251568ISTMO050Iputative nitrite reductasel+
1251569IrihClribonucleoside hydrolase RihCl+
1251570ISTMO052Iputative transcriptional regulatorl-
12515711STMO0O53Iputative transcriptional regulatorl-
1251572ISTMO054Iputative oxalacetate decarboxylase subunit betal-
1251573ISTMOO0O55Ipyruvate carboxylase subunit Bl-
1251574ISTMO0O56loxaloacetate decarboxylase subunit gammal-
1251575ISTMO057Iputative citrate-sodium symporterl-
1251578IcitE2Iputative citrate lyase beta chainl+

1251579IcitF2Iputative citrate lyase alpha chain/citrate-ACP transferasel+

1251580IcitX2lputative cytoplasmic proteinl+
1251581IcitG2Itriphosphoribosyl-dephospho-CoA synthasel+
1251582ldapBldihydrodipicolinate reductasel+
1251585IcarBlcarbamoyl phosphate synthase large subunitl+
1251586IcaiFIDNA-binding transcriptional activator CaiFl+
1251587IcaiElcarnitine racemase stimulation factorl-
1251588lIcaiDlcarnitinyl-CoA dehydratasel-
1251589IcaiClputative crotonobetaine/carnitine-CoA ligasel-
1251590IcaiBlcrotonobetainyl-CoA:carnitine CoA-transferasel-
1251591IcaiAlcrotonobetainyl-CoA dehydrogenasel-
1251592IcaiTIL-carnitine/gamma-butyrobetaine antiporterl-
1251593IfixAlputative electron transfer flavoprotein FixAl+
1251596IfixXlputative ferredoxinl+

1251597lyaaUlputative transport proteinl+
1251598ISTM0080Iputative outer membrane lipoproteinl+
1251599ISTM0081Iputative secreted proteinl+
1251600ISTMO082Iputative secreted proteinl-
1251602ISTM0084Iputative sulfatasel+



STM0085_433_467

STM0086_1440_1474
STM0087_345_379
STM0088_33_67
STM0089_129_163
STM0090_641_675
STM0091_641_675
STM0092_352_386
STM0093_1874_1908
STM0094_353_387
STM0095_65_99
STM0096_2436_2470
STM0097_1625_1659
STM0098_465_499
STM0100_2_36
STM0101_226_260
STM0102_1464_1498
STM0103_871_905
STM0104_217_251
STM0105_321_355
STM0106_345_379
STM0107_1348_1382
STM0108_49_83
STM0109_868_902
STM0110_49_83
STMO0111_438_472
STMO0112_605_639
STM0113_.1469_1503
STMO114_11_45
STMO115_641_675
STMO116_855_889
STMO117_417_451
STM0118_214_248
STMO119_17_51
STM0120_273_307

0.98

0.01
0.04
0.03
0.17
0.19
0.00
0.29
0.01
0.03
0.28
0.03
0.01
0.04
0.01
0.82
0.02
0.01
0.65
0.10
0.04
0.18
0.62
0.60
0.12
0.98
0.20
0.09
0.62
0.66
0.79
0.02
0.04
0.86
0.01

1.00

1.37
1.89
-1.52
1.18
-1.10
-1.38
-1.25
-1.99
1.26
1.11
-1.25
1.65
1.64
2.25
-1.04
-1.47
-1.59
-1.06
-1.48
-1.55
-1.26
1.28
-1.04
1.41
1.00
-1.35
2.11
1.37
-1.08
1.04
-2.16
-1.27
-1.03
-1.94

1251603lyabFlglutathione-regulated potassium-efflux system ancillary protein
KefFl+

1251604lkefClglutathione-regulated potassium-efflux system protein KefCl+
1251605IfolAldihydrofolate reductasel+
1251606lapaHIdiadenosine tetraphosphatasel-
1251607lapaGlApaGl-

1251608lksgAldimethyladenosine transferasel-
1251609IpdxAl4-hydroxythreonine-4-phosphate dehydrogenasel-
1251610IsurAlpeptidyl-prolyl cis-trans isomerase SurAl-
125161 1limplorganic solvent tolerance proteinl-
1251612IdjlAIDna-J like membrane chaperone proteinl+
1251613IrluAl23S rRNA/tRNA pseudouridine synthase Al-
1251614lhepAlATP-dependent helicase HepAl-
1251615IpoIBIDNA polymerase llI-
1251616ISTMO098Iputative secreted proteinl-
1251618ISTMO100Iputative cytoplasmic proteinl+
1251619laraDIL-ribulose-5-phosphate 4-epimerasel-
1251620laraAlL-arabinose isomerasel-

125162 1laraBlribulokinasel-

1251622laraCIDNA-binding transcriptional regulator AraCl+
1251623lyabllhypothetical proteinl+

1251624l1thiQlthiamin transporter ATP-binding subunitl-
1251625I1thiPlthiamin transporter membrane proteinl-
1251626ItbpAlthiamin transporter substrate binding subunitl-
1251627lyabNIputative periplasmic binding proteinl-
1251628lleuDlisopropylmalate isomerase small subunitl-
1251629lleuClisopropylmalate isomerase large subunitl-
1251630lleuBl3-isopropylmalate dehydrogenasel-

125163 1lleuAl2-isopropylmalate synthasel-

1251632lleuLlleu operon leader peptidel-
1251633lleuOlleucine transcriptional activatorl+
1251634lilvllacetolactate synthase 3 catalytic subunitl+
1251635lilvHlacetolactate synthase 3 regulatory subunitl+
1251636IfruRIDNA-binding transcriptional regulator FruRI+
1251637lyabBlhypothetical proteinl+
1251638ImraW|S-adenosyl-methyltransferase MraW|+



STM0121_34_68 0.02 -1.61 1251639IftsLIcell division protein FtsLI+

STM0122_1280_1314 0.77 1.04 1251640Iftslldivision specific transpeptidasel+

STMO123.617_651 0.01 212 |1i§ass;|€i,41 ImurEIUDP-N-acetylmuramoylalanyl-D-glutamate--2 6-diaminopimelate
STM0124_456_490 0.02 -1.83 1251642ImurFIUDP-N-acetylmuramoyl-tripeptide--D-alanyl-D-alanine ligasel+
STM0125_308_342 0.00 -1.51 1251643ImraYIlphospho-N-acetylmuramoyl-pentapeptide-transferasel+
STM0126_606_640 0.04 -1.69 1251644ImurDIUDP-N-acetylmuramoyl-L-alanyl-D-glutamate synthetasel+
STM0127_694_728 0.03 -1.28 1251645IftsWlessential cell division genel+

STM0128_165_199 0.09 -1.18 1251646ImurGIN-acetylglucosaminyl transferasel+

STM0129_589_623 0.01 -2.34 1251647ImurClUDP-N-acetylmuramate--L-alanine ligasel+
STM0130_609_643 0.00 -1.83 1251648lddlID-alanine--D-alanine ligasel+

STM0131_449_483 0.02 -1.47 1251649IftsQlcell division protein FtsQl+

STM0132_792_826 0.00 -1.81 1251650IftsAlcell division protein FtsAl+

STM0133_361_395 0.26 -1.21 1251651IftsZIcell division protein FtsZl+

1251652llpxCIUDP-3-0-[ 3-hydroxymyristoyl] N-acetylglucosamine

STM0134_473_507 0.10 -1.19
deacetylasel+
STM0135_425_459 0.11 1.63 1251653lyacAlSecA regulator SecMI+
STM0136_2347_2381 0.01 -1.80 1251654IsecAlpreprotein translocase subunit SecAl+
STMO137_351_389 0.05 1,74 1251655ImutTlnucleoside triphosphate pyrophosphohydrolase marked
preference for dGTPI+
STMO137.1N_7_41 0.97 -1.00 2673762ISTMO137.1NI-I-
STM0138_89_123 0.01 1.46 1251656lyacGlzinc-binding proteinl-
STM0139_513_547 0.57 -1.04 1251657lyacFlhypothetical proteinl-
STM0140_513_547 0.34 -1.14 1251658IcoaEldephospho-CoA kinasel-
STM0141_477_511 0.86 1.03 1251659IguaClguanosine 5'-monophosphate oxidoreductasel+
STM0142_652_686 0.35 1.19 1251660lhofCltype IV pilin biogenesis proteinl-
STM0144_65_99 0.83 1.05 1251662lppdDlputative major pilin subunitl-
STM0145_49_83 0.58 -1.03 1251663InadClguinolinate phosphoribosyltransferasel-
STM0146_193_227 0.32 1.08 1251664lampDIN-acetyl-anhydromuranmyl-L-alanine amidasel+
STM0147_545_579 0.01 1.37 1251665lampElregulatory protein AmpE|+
STM0148_737_771 0.83 -1.02 1251666ISTMO148lputative cytoplasmic proteinl-
STM0149_472_506 0.93 1.01 1251667ISTMO149INa+/galactoside symporter|-
STM0150_503_537 0.01 -2.94 1251668laroPlaromatic amino acid transporter|-
STM0151_161_195 0.00 5.54 1251669IpdhRltranscriptional regulator PdhRI+
STM0152_1793_1827 0.01 2.52 1251670laceElpyruvate dehydrogenase subunit E11+

STM0153_1275_1309 0.03 1.99 125167 1laceFldihydrolipoamide acetyltransferasel+



STM0154_1034_1068
STMO155_27_61
STMO156_681_715
STMO157_1474_1508

STM0158_2239_2273

STM0159_321_355
STM0160_117_151
STMO0161_705_739
STM0163_545_579
STM0164_97_131
STM0165_321_355
STM0166_337_371
STM0168_1268_1302
STM0169_1680_1714
STM0170_65_99
STMO171_225_259

STM0172_289_323

STM0173_609_643
STM0174_801_835
STMO0175_1948_1982
STMO176_625_659
STMO177_213_247
STM0178_294_328
STM0179_279_313
STM0180_145_179
STMO181_321_355
STM0182_229_263

STMO0183_377_411

STM0184_524_558
STMO185_513_547
STMO186_17_51

STM0187_251_285
STMO0188_211_245

0.03
0.03
0.95
0.12

0.05

0.11
0.04
0.06
0.01
0.10
0.12
0.43
0.04
0.30
0.91
0.43

0.03

0.08
0.11
0.65
0.04
0.06
0.07
0.01
0.77
0.99
0.11

0.29

0.03
0.25
0.42
0.09
0.00

1.59
1.35
1.01
1.57

-1.47

1.25
1.27
1.93
-1.45
1.19
-1.59
1.43
-1.96
1.27
-1.02
-1.11

1.22

-1.13
1.48
1.09
1.47
1.51
1.38

-2.01

-1.07
1.01

-1.21

-1.18

-2.08
-1.28
-1.13
1.16
1.52

1251672llpdAldihydrolipoamide dehydrogenasel+
1251673ISTMO155Iputative outer membrane proteinl+
1251674ISTMO156Iputative periplasmic proteinl-
1251675lyacHIputative outer membrane proteinl-
1251676lacnBlbifunctional aconitate hydratase 2/2-methylisocitrate
dehydratasel+

1251677ISTMO159Iputative restriction endonucleasel-
1251678lyacLlhypothetical proteinl+
1251679lkdgTI2-keto-3-deoxygluconate permeasel+

125168 1IpdxAl4-hydroxythreonine-4-phosphate dehydrogenase 2|+
1251682ISTMO164Iputative transcriptional regulator|+
1251683IspeDIS-adenosylmethionine decarboxylasel-
1251684IspeElspermidine synthasel-

1251686lcueOlmulticopper oxidasel+

1251687Igcdiglucose dehydrogenasel-
1251688lhptlhypoxanthine-guanine phosphoribosyltransferasel+
1251689lyadFlcarbonic anhydrasel-

1251690lyadGlputative ABC-type multidrug transport system ATPase
componentl+

125169 1lyadHIputative transport proteinl+

1251692IstiHIputative fimbrial protein precurosrl-
1251693IstiClputativie fimbrial usherl-

1251694IstiBlputative fimbrial chaparonel-

1251695IstiAlputative fimbrial subunitl-

1251696lyadllputative PTS enzymel+

1251697lyadElputative xylanase/chitin deacetylasel+
1251698lpanDlaspartate alpha-decarboxylasel-
1251699IpanClpantoate--beta-alanine ligasel-
1251700IpanBl3-methyl-2-oxobutanoate hydroxymethyltransferasel-
1251701IfolKI2-amino-4-hydroxy-6-hydroxymethyldihyropteridine
pyrophosphokinasel-

1251702lpcnBlpoly(A) polymerase II-

1251703lyadBlglutamyl-Q tRNA(Asp) synthetasel-
1251704ldksAlDnaK transcriptional regulator DksAl-
1251705IsfsAlsugar fermentation stimulation protein Al-
1251706lligTI2'-5"' RNA ligasel-



STM0189_1572_1606
STM0190_1780_1814
STM0191_1959_1993
STM0192_729_763
STM0193_249_283
STM0194_2011_2045
STM0195_65_99
STM0198_305_339
STM0199_117_151
STM0200_335_369
STM0201_705_739
STM0202_698_732
STM0203_943_977
STM0204.S_273_307
STM0205_449_483
STM0206_270_304
STM0207_289_323
STM0208_1351_1385
STM0209_1101_1135
STM0210_639_673
STM0211_289_323
STM0212_879_913
STM0213_641_675
STM0214_2634_2668
STM0215_593_627
STM0216_609_643
STM0217_689_723
STM0218_65_99
STM0219_241_275
STM0220_478_512
STM0221_389_423
STM0222_705_739
STM0223_482_516
STM0224_1416_1450
STM0225_97_131
STM0226_363_397

0.01
0.92
0.02
0.22
0.01
0.05
0.91
0.02
0.50
0.18
0.04
0.04
0.01
0.01
0.57
0.30
0.06
0.04
0.04
0.00
0.01
0.23
0.78
0.14
0.04
0.06
0.04
0.02
0.05
0.66
0.01
0.07
0.01
0.02
0.03
0.74

-1.88
1.00
-3.06
-1.41
2.61
2.35
-1.05
2.62
-1.28
1.17
2.15
1.56
-1.65
1.90
1.06
2.07
-1.43
1.63
2.06
-3.24
-2.60
1.08
1.03
1.22
-1.34
-1.55
-2.28
-2.03
-1.31
-1.06
-2.10
-1.27
-1.72
-1.51
-1.53
-1.05

12517071hrpBIATP-dependent RNA helicase HrpBl+
1251708ImrcBlpenicillin-binding protein 1bl+

1251709IfhuAlferrichrome outer membrane transporterl+
1251710IfhuCliron-hydroxamate transporter ATP-binding subunitl+
125171 1IfhuDliron-hydroxamate transporter substrate-binding subunitl+
1251712IfhuBliron-hydroxamate transporter permease subunitl+
125171 3IstfAlputative fimbrial subunitl+

1251716IstfElputative minor fimbrial subunitl+

1251717IstfFlputative minor fimbrial subunit|+

1251718lIstfGlputative minor fimbrial subunitl+

1251719ISTM0201 Iputative outer membrane proteinl+
1251720lhemLlIglutamate-1-semialdehyde aminotransferasel-
1251721lyadQIchloride channel proteinl+

1251722lyadRlhypothetical proteinl+

1251723lyadSlhypothetical proteinl-

1251724lbtuFlvitamin B12-transporter protein BtuFI-
1251725Ipfsl5'-methylthioadenosine/S-adenosylhomocysteine nucleosidasel-
1251726ldgtldeoxyguanosinetriphosphate triphosphohydrolasel+
1251727]htrAlserine endoproteasel+

1251728lcdaRIcarbohydrate diacid transcriptional activator CdaR|+
1251729lyaeHIputative cytoplasmic proteinl-

1251730ISTM021 2Iputative inner membrane proteinl+

12517311dapDI2 3 4 5-tetrahydropyridine-2-carboxylate N-succinyltransferasel-
1251732IgInDIPII uridylyl-transferasel-

1251733Imaplmethionine aminopeptidasel-

1251734IrpsBI30S ribosomal protein S2|+

1251735ltsflelongation factor Tsl+

1251736lpyrHluridylate kinasel+

1251737Ifrrlribosome recycling factorl+
1251738ldxrl1-deoxy-D-xylulose 5-phosphate reductoisomerasel+
1251739luppSlundecaprenyl pyrophosphate synthasel+
1251740IcdsAICDP-diglyceride synthasel+

125174 1lyaellzinc metallopeptidasel+

1251742lyaeTlouter membrane protein assembly factor YaeTl+
1251743lhlpAlperiplasmic chaperonel+

1251744llpxDIUDP-3-0-[ 3-hydroxymyristoyl] glucosamine N-acyltransferasel+



STM0227_217_251
STM0228_385_419
STM0229_214_248
STM0230_393_427
STM0232_553_587
STM0233_1213_1247
STM0234_1303_1337
STM0235_138_172
STM0236_1078_1112
STM0237_33_67
STM0238_177_211
STM0239_373_407
STM0240_9_43
STM0241_49_83
STM0242_1184_1218
STM0243_313_347
STM0244_185_219
STM0245_289_323
STM0246_329_363
STM0247_609_643
STM0248_49_83
STM0250_36_70
STM0255_257_291
STM0256_129_163
STM0257_1009_1043
STM0258_225_259
STM0259_385_419
STM0260_369_403
STM0261_521_555
STM0262_257_291
STM0263_129_163
STM0264_49_83
STM0266_185_219
STM0268_1301_1335
STM0270_625_659
STM0271_129_163

0.07
0.15
0.08
0.02
0.07
0.23
0.12
0.37
0.12
0.17
0.21
0.41
0.03
0.01
0.01
0.02
0.44
0.01
0.01
0.01
0.24
0.02
0.12
0.43
1.00
0.02
0.06
0.00
0.07
0.09
0.30
0.62
0.08
0.17
0.75
0.18

-1.49
-1.25
1.26
-1.57
-1.52
1.17
1.30
1.11
1.43
1.31
1.32
-1.19
-1.39
3.01
-2.53
-1.53
1.15
2.55
4.10
4.53
1.38
-2.30
1.34
-1.11
1.00
1.17
-1.39
-2.65
1.84
1.17
1.08
-1.04
-1.18
-1.20
1.10
1.16

1251745IfabZI(3R)-hydroxymyristoyl-(acyl carrier protein) dehydratasel+
1251746llpxAlUDP-N-acetylglucosamine acyltransferasel+
1251747llpxBllipid-A-disaccharide synthasel+
1251748IrnhBlribonuclease HIll+

1251750laccAlacetyl-CoA carboxylase carboxyltransferase subunit alphal+
12517511STM0233Iputative endochitinasel+

1251752lldcCllysine decarboxylase 21+

1251753lyaeRlhypothetical proteinl+

1251754ItilISItRNA(lle)-lysidine synthetasel+
1251755IrofIRho-binding antiterminatorl-

1251756lyaePlhypothetical proteinl-

1251757lyaeQlputative cytoplasmic proteinl+
1251758lyaelJlhypothetical proteinl+

1251759IcutFlpseudol+

1251760IproSlprolyl-tRNA synthetasel-

1251761lyaeBlputative regulatory proteinl-

1251762IrcsFlouter membrane lipoproteinl-
1251763ImetQIDL-methionine transporter substrate-binding subunitl-
1251764lyaeEIDL-methionine transporter permease subunitl-
1251765ImetNIDL-methionine transporter ATP-binding subunitl-
1251766lyaeDID D-heptose 1 7-bisphosphate phosphatasel+
1251768lileVItRNAI+

1251773IdkgBI2 5-diketo-D-gluconate reductase Bl+
1251774lyafClputative transcriptional regulatorl-
1251775ISTMO257Iputative drug efflux proteinl+
1251776lyafDlhypothetical proteinl+

1251777lyafElputative methyltransferasel+

1251778ldniRlpredicted membrane-bound lytic murein transglycosylase DI-
1251779IgloBlpredicted hydroxyacylglutathione hydrolasel-
1251780lyafSIputative SAM-dependent methyltransferasel+
1251781IrnhAlribonuclease Hl-

12517821ldnaQIDNA polymerase Il subunit epsilonl+
1251784ISTMO266Iputative cytoplasmic proteinl-
1251786ISTM0268Iputative cytoplasmic proteinl-
1251788ISTM0270lputative cytoplasmic proteinl-
1251789ISTM027 1Iputative cytoplasmic proteinl-



STM0273_273_307
STM0274_894_928
STM0275.s_73_107
STM0277_161_195
STM0278_127_161
STM0280_81_115
STM0281_345_379
STM0283_117_151
STM0284_58_95
STM0285_3479_3513
STM0286_85_120
STM0288_241_275
STM0289_1831_1865
STM0290_113_150
STM0291_3968_4002
STM0292_359_397
STM0293_57_95
STM0294_61_98
STM0294.1N_28_62
STM0295_99_137
STM0299_465_500
STM0300_393_427
STM0301_1912_1946
STM0302_181_215
STM0303_321_355
STM0304_161_195
STM0305_161_195
STM0306_401_435
STM0307_229_263
STM0308_417_451
STM0309_1830_1864
STM0310_353_387
STM0311_321_355
STM0312_273_307
STM0313_761_795
STM0314_1038_1072

0.05
0.05
0.03
0.02
0.42
0.07
0.26
0.00
0.05
0.75
0.03
0.03
0.01
0.05
0.36
0.15
0.36
0.00
0.03
0.03
0.16
0.46
0.40
0.58
0.13
0.23
0.81
0.01
0.01
0.02
0.93
0.03
0.63
0.00
0.07
0.09

1.40
1.54
1.65
1.68
1.25
1.40
1.15
2.35
1.77
-1.12
-1.44
1.12
2.37
2.29
1.16
1.46
1.14
2.15
-1.41
1.51
1.31
1.09
1.10
-1.15
-1.55
-1.27
1.07
2.25
3.42
1.34
1.01
-1.13
1.05
-4.13
1.21
1.68

12517911STM027 3lputative cytoplasmic proteinl+
1251792ISTM0274Iputative cytoplasmic proteinl+
1251794ISTM0275.slputative cytoplasmic proteinl+
1251796ISTM0277Iputative cytoplasmic proteinl+
1251797ISTM027 8lputative periplasmic proteinl+

1251799ISTM0280Iputative outer membrane lipoproteinl+

1251800ISTM0281Iputative cytoplasmic proteinl+
1251802ISTM0283Iputative inner membrane proteinl+
1251803ISTM0284Iputative Shiga-like toxin A subunitl+
1251804ISTM0285Iputative inner membrane proteinl+
1251805ISTM0286Iputative cytoplasmic proteinl+
1251807ISTM0288Iputative cytoplasmic proteinl+
1251808ISTM0289Iputative cytoplasmic proteinl+
1251809ISTM0290Iputative cytoplasmic proteinl+
1251810ISTM0291Iputative RHS-like proteinl+
1251811ISTM0292Iputative RHS-like proteinl+
1251812ISTM0293Iputative cytoplasmic proteinl+
1251813ISTM0294Iputative cytoplasmic proteinl+
2673758ISTM0294.1Nlhypothetical proteinl-
1251814ISTM0295Iputative cytoplasmic proteinl+
1251818lsafAlputative outer membrane proteinl+
1251819IsafBlputative fimbrial assembly chaparonel+
1251820IsafClputative fimbrial usherl+

125182 1IsafDlputative fimbrial subunitl+
1251822lybellputative xylanase/chitin deacetylasel+
1251823lsinRltranscriptional regulatorl+
1251824ISTM0O305Iputative cytoplasmic proteinl+
1251825ISTM0306ISapA-like proteinl-
1251826ISTM03071VirG-like proteinl-
1251827lyafVihypothetical proteinl-
1251828IfadElacyl-CoA dehydrogenasel-
1251829IgmhAlphosphoheptose isomerasel+
1251830lyafllputative glutamine amidotransferasel+
125183 1lyafKlputative periplasmic proteinl-
1251832IdinPIDNA polymerase IVI+
1251833ISTM0314lpseudol+



STM0315_289_323 0.28 -1.17 1251834IprfHIpeptide chain release factor-like proteinl+

STM0316_1387_1421 0.03 1.50 1251835IpepDlaminoacyl-histidine dipeptidasel-
STM0317_137_171 0.05 -1.95 1251836lgptlxanthine-guanine phosphoribosyltransferasel+
STM0318_374_408 0.56 -1.04 1251837IfrsAlfermentation/respiration switch proteinl+
STM0319_241_275 0.04 1.58 1251838lcrlIDNA-binding transcriptional regulator Crll+
STM0320_190_224 0.00 2.72 1251839IphoElouter membrane phosphoporin protein El-
STM0321_361_395 0.09 -1.50 1251840IproBlgamma-glutamyl kinasel+
STM0322_348_382 0.74 -1.22 125184 1IproAlgamma-glutamyl phosphate reductasel+
STM0325_579_613 0.01 1.52 1251844ISTM0325Iputative truncated IS3 transposasel-
STM0327_129_163 0.00 -2.33 1251846ISTM0327Iputative cytoplasmic proteinl+
STM0328.s_435_469 0.04 1.33 1251847ISTM0328.slputative permeasel+
STM0329_431_465 0.04 -1.35 1251848ISTM0329lisopropylmalate isomerase large subunitl+
STM0330_337_371 0.86 -1.02 1251849ISTM0330lputative 3-isopropylmalate isomerasel+
STM0332_609_643 0.11 1.54 1251851ISTM0332Iputative hydrolase/acyltransferasel+
STM0333_769_803 0.25 -1.12 1251852ISTM0333Iputative transcriptional regulator|+
STM0335_19_54 0.96 1.02 1251854ISTM0335Iputative outer membrane proteinl+
STM0336_177_211 0.02 1.49 1251855IstbElputative fimbrial chaparonel-
STM0338_1787_1821 0.94 -1.01 1251857IstbClputative fimbrial usherl-
STM0339_193_227 0.04 2.35 1251858IstbBlputative fimbrial chaperonel-
STM0340_283_317 0.41 1.26 1251859IstbAlputative fimbrial major subunitl-
STM0341_275_309 0.02 2.96 1251860ISTM0341|putative inner membrane proteinl+
STM0342_49_83 0.47 -1.09 1251861ISTM0342Iputative periplasmic proteinl+
STM0343_1128_1162 0.15 1.51 1251862ISTM0343lhypothetical proteinl+
STM0344_369_403 0.16 1.81 1251863ISTM0344|putative response regulatorl+
STM0345_385_419 0.91 -1.04 1251864ISTM0345Iputative inner membrane proteinl+
STM0346_337_371 0.07 2.93 1251865ISTM0O346Iputative outer membrane proteinl+
STM0347_249_283 0.01 1.93 1251866ISTM0347Iputative response regulatorl+
STM0348_45_79 0.03 3.27 1251867ISTM0348lputative inner membrane proteinl+
STM0349_65_99 0.16 1.38 1251868ISTM0349Iputative outer membrane lipoproteinl+
STM0350.S_1307_1341 0.65 1.08 1251869ISTM0350.Slouter membrane efflux-like proteinl-
STM0351_2377_2411 0.20 1.43 1251870ISTM035 1Iputative cation efflux system proteinl-
STM0352.S_607_641 0.15 1.71 1251871ISTM0352.SIputative cation efflux pumpl-
STM0353_1658_1692 0.03 -1.45 1251872ISTM0O353Iputative cation transport ATPasel+
STM0354_365_399 0.95 -1.01 1251873ISTM0O354|putative transcriptional regulator|+
STM0355_62_96 0.04 -1.41 1251874ISTMO355Iputative copper chaperonel+

STM0356_479_513 0.00 -2.40 1251875ISTM0356Iputative inner membrane proteinl+



STM0357_1088_1122
STM0359_2_40
STM0360_949_983
STM0361_16_50
STM0362_65_99
STM0363_118_152
STM0364_1398_1432
STM0365_4_38
STM0366_95_129
STM0367_1107_1141
STM0368_65_99
STM0369_471_505
STM0370_.1029_1063
STM0372_553_587
STM0373_2770_2804
STM0374_257_291
STM0375_132_166
STM0376_1150_1184
STM0377_1008_1042
STM0378_165_199
STM0379_125_159
STM0380_256_290
STM0381_625_659
STM0382_213_247
STM0383_197_231
STM0384_129_163
STM0385_1010_1044
STM0386_33_67
STM0387_161_195
STM0388_257_291
STM0389_13_47
STM0390_25_59
STM0391_153_187
STM0392_657_691
STM0393_289_323
STM0394_1038_1072

0.02
0.02
0.40
0.89
0.72
0.00
0.88
0.00
0.32
0.00
0.09
0.46
0.06
0.02
0.82
0.01
0.08
0.13
0.04
0.00
0.00
0.01
0.29
0.02
0.03
0.01
0.33
0.54
0.77
0.03
0.18
0.01
0.72
0.51
0.13
0.02

1.48
2.25
1.24
1.03
1.09
2.39
1.04
-4.16
-1.24
-4.26
-1.26
1.44
1.41
1.63
1.02
2.24
-1.29
1.40
1.26
4.41
-2.93
-1.64
1.23
1.31
1.93
4.71
-1.11
-1.04
-1.04
-3.18
-1.49
-2.92
1.09
-1.18
-1.32
1.53

1251876ImodIDNA methylasel+
1251878ISTMO359Iputative cytoplasmic proteinl+
1251879ISTM0360Icytochrome BD2 subunit I+
1251880ISTM0361Icytochrome BD2 subunit Ill+
1251881ISTMO362Iputative cytoplasmic proteinl+
1251882ISTM0O363Iputative transcriptional regulator|+
1251883IfoxAlferrioxamine receptorl+
1251884lyahNlputative transport proteinl-
1251885lyahOlhypothetical proteinl+
1251886lprpRIprp operon regulatorl-
1251887IprpBl2-methylisocitrate lyasel+
1251888lprpCimethyicitrate synthasel+
1251889IprpDI2-methyilcitrate dehydratasel+
12518911lhemBldelta-aminolevulinic acid dehydratasel-
1251892lyaiUlflagellar proteinl+
1251893lyaiViputative DNA-binding transcriptional regulator|+
1251894lampHIbeta-lactamase/D-alanine carboxypeptidasel-
1251895IsbmAltransport proteinl+
1251896lyaiWlputative outer membrane lipoprotein|+
1251897lyaiYlputative inner membrane proteinl-
1251898lyaiZlputative inner membrane proteinl+
1251899IddlID-alanyl-alanine synthetase Al-
1251900ISTM0381Iputative inner membrane proteinl+
1251901ISTM0382Iputative permeasel+
1251902lyaiBlhypothetical proteinl+
1251903IpsiFlhypothetical proteinl+
1251904lyaiClhypothetical proteinl+
1251905IproClpyrroline-5-carboxylate reductasel-
1251906lyaillhypothetical proteinl+
1251907laroLlshikimate kinase Ill+
1251908lyaiAlhypothetical proteinl+
1251909laroMlhypothetical proteinl+
1251910lyaiElhypothetical proteinl+

125191 1IrdgClrecombination associated proteinl-
125191 2lyajFlfructokinasel+

125191 3larallprotein Arall-



STM0395_2702_2736 0.17 -1.29 1251914IsbcClexonuclease subunit SbcCl-

STM0396_844_878 0.43 1.11 125191 5IsbcDlexonuclease subunit SbcDI-

STM0397_513_547 0.67 21.09 125191 6.IphoBIDNA-binding response regulator in two-component regulatory
system with PhoR (or CreC)l+

STM0398_1097_1131 0.23 -1.38 1251917IphoRIphosphate regulon sensor proteinl+

STM0399_977_1011 0.18 1.23 1251918lbrnQlbranched-chain amino acid transporterl+

STM0400_884_918 0.38 -1.05 1251919IproYlputative proline transporterl+

STM0401_1251_1285 0.96 -1.01 1251920ImalZlmaltodextrin glucosidasel+

STM0402_385_419 0.05 1.84 12519211STM0402lIputative thiol-alkyl hydroperoxide reductasel-

STM0403_129_163 0.30 1.22 1251922lyajBlacyl carrier protein phosphodiesterasel-

STM0404_578_612 0.04 -2.22 1251923IqueAlS-adenosylmethionine:tRNA ribosyltransferase-isomerasel+

STM0405_961_995 0.55 -1.08 1251924lItgtlqueuine tRNA-ribosyltransferasel+

STM0406_273_307 0.02 -2.43 1251925lyajClpreprotein translocase subunit YajCl+

STM0407_1041_1075 0.01 -2.92 1251926IsecDlpreprotein translocase subunit SecDI+

STM0408_609_643 0.00 -2.04 1251927IsecFlpreprotein translocase subunit SecFl+

STM0409_65_99 0.24 1.19 1251928ISTM0409Ihypothetical proteinl+

STM0410_81_115 0.00 -1.37 1251929ISTM0410lputative regulatory proteinl+

STM0411_289_323 0.08 1.54 1251930lyajDlhypothetical proteinl+

STM0412_93_127 0.39 1.16 2673775ISTM0412|-I-

STM0413_257_291 0.00 -4.46 1251932ItsxInucleoside channell-

STM0414_325_359 0.02 1.28 1251933lyajllhypothetical proteinl-

STM0415_97_131 0.01 2.50 1251934lybaDlhypothetical proteinl+

STM0416.873.907 0.19 118 1251 935IribDIbifunctionaI diaminohydroxyp.hosphoribosylaminopyrimidine
deaminase/5-amino-6-(5-phosphoribosylamino)uracil reductasel+

STM0417_353_387 0.94 -1.02 1251936lIribHIriboflavin synthase subunit betal+

STM0418_121_155 0.29 1.17 1251937InusBltranscription antitermination protein NusBl+

STM0419_849_883 0.17 -1.32 1251938]lthiLIthiamine monophosphate kinasel+

STM0420_225_259 0.07 -1.33 1251939IpgpAlphosphatidylglycerophosphatase Al+

STM0421_917_951 0.07 -1.83 1251940lyajOlputative oxidoreductasel-

STM0422_1200_1234 0.10 -1.29 125194 1Idxs|1-deoxy-D-xylulose-5-phosphate synthasel-

STM0423_225_259 0.03 -1.24 1251942lispAlgeranyltranstransferasel-

STM0424_33_67 0.02 -1.34 1251943IxseBlexodeoxyribonuclease VIl small subunitl-

STM0425_482_516 0.06 -1.48 1251944lthillthiamine biosynthesis protein Thill+

STM0426_433_467 0.05 1.30 1251945IphnVI2-aminoethylphosphonate transporterl-

STM0427_375_409 0.49 -1.22 1251946IphnUl2-aminoethylphosphonate transporterl-

STM0428_719_753 0.26 1.14 1251947IphnTI2-aminoethylphosphonate transporterl-



STM0430_513_547
STM0431_281_315
STM0432_257_291
STM0433_129_163
STM0434_769_803
STM0435_97_131

STM0436.5_1006_1040

STM0436A_89_123
STM0438_769_803
STM0439_849_883
STM0440_61_95
STM0441_229_263
STM0442_1393_1427
STM0443_129_163
STM0444_1333_1367
STM0445_293_327
STM0446_257_291
STM0447_1036_1070
STM0448_145_179
STM0449_273_307
STM0450_1708_1742
STM0451_225_259
STM0452_1577_1611
STM0453_141_175
STM0454_189_223
STM0455_609_643
STM0456_1422_1456
STM0457_721_755
STM0458_953_987
STM0459_353_387

STM0460_1342_1376

STM0461_1071_1105

STM0461.1n_377_411
STM0462_171_205

0.21
0.73
0.90
0.01
0.02
0.02
0.03
0.10
0.02
0.03
0.06
0.00
0.01
0.00
0.03
0.03
0.11
0.19
0.00
0.06
0.01
0.00
0.02
0.12
0.00
0.03
0.00
0.42
0.06
0.07

0.46

0.26

0.14
0.01

1.17
1.06
-1.01
2.71
1.73
-1.78
1.60
1.25
2.14
2.38
-1.76
-2.53
-1.47
-2.84
1.22
-1.81
1.50
1.54
1.31
-1.18
2.33
-4.14
1.80
1.20
-3.79
1.83
-2.92
1.07
1.91
1.46

1.14

-1.14

1.53
1.81

1251949IphnRI2-aminoethylphosphonate transport proteinl-
1251950IphnWI|2-aminoethylphosphonate transportl+
1251951IphnX|2-aminoethylphosphonate transport|+
1251952IthiJlhypothetical proteinl-
1251953lapbAl2-dehydropantoate 2-reductasel-
1251954lyajQlnucleotide-binding proteinl+

1251955lyajRIputative transport proteinl-

1251956ISTMO436Al-I-

1251958ISTM0438ltetratricopeptide repeat proteinl+
1251959IcyoElprotoheme IX farnesyltransferasel-
1251960IcyoDIcytochrome o ubiquinol oxidase subunit IVI-
1251961IcyoClcytochrome o ubiquinol oxidase subunit lllI-
1251962IcyoBlcytochrome o ubiquinol oxidase subunit II-
1251963IcyoAlcytochrome o ubiquinol oxidase subunit IlI-
1251964lampGlmuropeptide transporter|-
1251965lyajGlhypothetical proteinl-

1251966lbolAltranscriptional regulator BolAl+

1251967Itigltrigger factorl+

1251968IclpPIATP-dependent Clp protease proteolytic subunitl+
1251969IclpXIATP-dependent protease ATP-binding subunitl+
1251970llonIDNA-binding ATP-dependent protease Lal+

125197 1lhupBltranscriptional regulator HU subunit betal+

125197 2IcypDlpeptidyl-prolyl cis-trans isomerase (rotamase D)+
1251973lybaVliputative DNA uptake proteinl+
1251974lybaWlputative esterasel+

125197 5lybaXlqueuosine biosynthesis protein QueCl-
1251976lybaElputative ABC transporter periplasmic binding proteinl-
1251977Icoflputative hydrolasel+

1251978ISTM0458Iputative cysteine synthase/cystathionine beta-synthasel-
1251979lybaOlputative transcriptional regulator|+
1251980ImdlAlputative multidrug transporter membrane\ATP-binding
componentsl|+

1251981ImdIBlputative multidrug transporter membrane\ATP-binding
components|+

2673746ISTM0461.1nlhypothetical proteinl-

1251982IgInKInitrogen regulatory protein P-ll 2|+



STM0463_1184_1218
STM0464_225_259
STM0465_17_51
STM0466_342_376
STM0467_17_51
STM0468_656_690
STM0469_5_39
STM0470_49_83
STM0471_289_323
STM0472_73_107
STM0473_125_159
STM0474_145_179
STM0475_2623_2657
STM0476_211_245
STM0477_185_221
STM0478_2876_2910
STM0479_585_619
STM0480_25_59
STM0481_97_131
STM0482_129_163
STM0483_289_323
STM0484_1046_1080
STM0485_5_40
STM0486_197_231
STM0487.5_1420_1454
STM0488_129_163
STM0489_321_355
STM0490_673_707
STM0491_1106_1140
STM0492_878_912
STM0493_238_272

STM0494_1110_1144

STM0495_113_147
STM0496_641_675
STM0497_205_239

0.03
0.02
0.05
0.51
0.62
0.18
0.03
0.05
0.00
0.66
0.05
0.00
0.19
0.10
0.84
0.28
0.05
0.05
0.88
0.44
0.02
0.54
0.87
0.60
0.96
0.01
0.21
0.01
0.00
0.00
0.59

0.03

0.05
0.37
0.03

1.40
1.70
1.67
-1.17
1.56
-1.27
-12.11
-4.97
2.54
1.04
1.61
1.99
1.13
1.33
-1.02
-1.19
1.58
1.21
1.05
-1.14
-1.62
-1.07
1.02
1.31
1.01
-3.73
1.12
-2.25
-1.59
1.76
-1.12

-1.91

1.26
1.28
2.41

1251983lamtBlammonium transporterl+
1251984ltesBlacyl-CoA thioesterase llI-
1251985lybaYlhypothetical proteinl+
1251986lybaZlputative methyltransferasel-
1251987Iffsimisc_RNAI+

1251988lylaBlhypothetical proteinl-
1251989IrpmE2I50S ribosomal protein L31 type Bl+
1251990IrpmJI50S ribosomal protein L361+

1251991 lylaClputative inner membrane proteinl-
1251992Imaalmaltose O-acetyltransferasel-
1251993lhhalhemolysin expression-modulating proteinl-
1251994lybaJlhypothetical proteinl-
1251995lacrBlacridine efflux pumpl-
1251996lacrAlacridine efflux pumpl-
1251997lacrRIDNA-binding transcriptional repressorl+
1251998laefAlpotassium efflux protein KefAl+
1251999ISTM0479lIputative transposasel-
1252000lybaMlhypothetical proteinl-

1252001 IpriClprimosomal replication protein N"'l-
1252002lybaNIhypothetical proteinl+
1252003laptladenine phosphoribosyltransferasel+
1252004IdnaXIDNA polymerase lll subunits gamma and taul+
1252005lybaBlhypothetical proteinl+
1252006IrecRlrecombination protein RecRI+
1252007IhtpGlheat shock protein 90I+
1252008ladkladenylate kinasel+
1252009lhemHlIferrochelatasel+

1252010laeslacetyl esterasel-

125201 1lgsklinosine-guanosine kinasel+

125201 2lyballputative cation:proton antiport proteinl-
125201 3Ifsrlputative transport proteinl-
1252014lushAlbifunctional UDP-sugar hydrolase/5'-nucleotidase periplasmic
precursorl+

125201 5lybaKlhypothetical proteinl-
1252016lybaPlputative cytoplasmic proteinl-
12520171STM0497Iputative periplasmic proteinl-



STM0498_2447_2481 0.15 -1.79 1252018lcopAlcopper transporterl-
1252019IcueRIDNA-binding transcriptional activator of copper-responsive

STM0499_353_387 0.01 2.11
requlon genesl+
STMO0500_113_147 0.01 1.78 1252020lybbJlhypothetical proteinl-
STM0502_609_643 0.22 -1.19 1252022lybbLlputative ABC transporter ATP-binding protein YbbLI+
STMO0503_177_211 0.07 1.27 1252023lybbMIputative transport proteinl+
STM0504_665_699 0.29 1.32 1252024lybbNIputative thioredoxin proteinl-
STM0505_129_163 0.16 -1.12 1252025lybbOlshort chain dehydrogenasel-
STMO506. 433467 0.07 1.46 1252026Ite§AImuItifunctionaI acyl-CoA thioesterase | and protease | and
lysophospholipase L1I-
STM0507_73_107 0.00 2.24 1252027lybbAlputative ABC transporter ATP-binding protein YbbAl+
STM0508_1752_1786 0.02 1.39 1252028lybbPlputative inner membrane proteinl+
STM0509_935_969 0.79 -1.06 1252029ISTMO509Iputative outer membrane proteinl+
STM0510_492_526 0.06 -1.43 1252030IsfbAlputative ABC-type transport system ATPase component|+
STM0511_850_884 0.13 -1.23 125203 1IsfbBlputative ABC-type transport system ATPase component|+
STM0512_385_419 0.01 -2.26 1252032IsfbClputative ABC transporter permease component|+
STM0513_300_334 0.01 1.64 1252033lybbBItRNA 2-selenouridine synthasel-
STM0516_641_675 0.21 1.15 1252036lallRIDNA-binding transcriptional repressorl+
STM0518_305_339 0.26 -1.47 1252038lgiplhydroxypyruvate isomerasel+
STM0522_987_1021 0.26 1.29 1252042lallPlallantoin permeasel+
STM0523_363_397 0.39 -1.30 125204 3]allBlallantoinasel+
STM0525_1078_1112 0.03 2.82 1252045IgIxKlglycerate kinase Ill+
STM0526_161_195 0.58 1.18 1252046lylbAlhypothetical proteinl-
STM0528_195_229 0.15 1.88 1252048]lallDlureidoglycolate dehydrogenasel-
STM0529_1162_1196 0.05 1.18 1252049IfdrAlmembrane protein FdrAl+
STM0531_389_423 0.69 -1.04 1252051lylbFlputative cytoplasmic proteinl+
STM0533_853_887 0.01 -2.73 1252053IpurKlphosphoribosylaminoimidazole carboxylase ATPase subunitl-
STM0534_169_203 0.01 -4.50 1252054IpurElphosphoribosylaminoimidazole carboxylase catalytic subunitl-
STM0535_321_355 0.96 1.01 1252055llpxHIUDP-2 3-diacylglucosamine hydrolasel-
STM0536_361_395 0.09 -1.70 1252056lppiBlpeptidyl-prolyl cis-trans isomerase B (rotamase B)I-
STM0537_515_549 0.07 1.25 1252057IcysSlcysteinyl-tRNA synthetasel+
STM0538_257_291 0.83 -1.05 1252058ISTM0O538Iputative outer membrane proteinl-
STM0539_377_411 0.16 -1.18 1252059ISTM0O539Iputative inner membrane proteinl-
STM0540_149_183 0.64 1.04 1252060lybcllputative membrane-bound metal-dependent hydrolasel-

STM0541_152_187 0.05 1.25 1252061lybcJlhypothetical proteinl-



STM0542_609_643

STM0543_65_99
STM0545_218_252
STM0547_969_1003
STM0550_41_75
STM0552_167_201
STM0554_17_51
STM0555_337_371
STM0558_665_699
STM0559_257_291
STM05559.T1_9_43
STM0560_5_39
STM0561_43_77
STM0562_169_203
STM0563_241_275
STM0564_583_617
STM0565_65_99
STM0567_321_355
STM0568_1292_1326
STM0569_1017_1051
STM0570_1388_1422
STMO571_1731_1765
STM0572_849_883
STM0573_813_847
STMO575_113_147
STMO576_113_147
STM0577_33_67
STMO578_417_451
STM0579_117_151
STM0580_345_379
STM0581_61_95
STM0582_3_37
STM0583_696_730

STM0584_513_547

0.07

0.07
0.02
0.04
0.13
0.02
0.69
0.64
0.05
0.71
0.03
0.42
0.03
0.04
0.00
0.95
0.76
0.05
0.94
0.02
0.15
0.12
0.16
0.03
0.14
0.01
0.41
0.16
0.33
0.01
0.25
0.68
0.03

0.72

1.26

-2.16
2.45
-1.32
1.37
1.39
1.17
1.15
1.76
1.14
1.91
1.22
1.21
-1.26
g7
.01
.07
45
-1.01
-1.37
-1.16
1.50
-1.24
2.22
1.52
2.33
1.10
-1.48
1.08
-1.92
1.08
-1.11
-1.29

-1.15

1252062IfolDlbifunctional 5 10-methylene-tetrahydrofolate dehydrogenase/ 5

10-methylene-tetrahydrofolate cyclohydrolasel-
1252063IfimAlfimbrinl+

1252065IfimClperiplasmic chaperonel+
1252067IfimHIminor fimbrial subunitl+
1252070IfimYlputative regulatory proteinl-
1252072IfimWIputative fimbrial proteinl-
1252074ISTMO554lintegrasel-
2673757ISTM0555Ipseudol-

1252078lyfdHIputative glycosyltransferasel-
1252079Irfbllputative glycosyl translocasel-
2673761ISTMO5559.T1ItRNAI+
1252080ISTM0560Ipseudol-
1252081ISTM0561Isensor kinasel-
2673759ISTMO562|-I+

1252083ISTMO563Iputative transcriptional regulatorl-
1252084ISTM0564Ipyridine nucleotide-disulfide oxidoreductasel+
1252085ISTMO565Iputative periplasmic proteinl+
1252087ISTM0567Iputative DNA repair ATPasel-
1252088IphePlphenylalanine transporterl+
1252089lybdGlhypothetical proteinl-
1252090lapeElouter membrane esterasel+
1252091ISTM057 1lputative inner membrane proteinl+
1252092ISTMO572Iputative phosphosugar isomerasel-
1252093ISTMO57 3lputative inner membrane proteinl-
1252095ISTMO57 5lputative inner membrane proteinl-
1252096ISTM0576lputative PTS system mannose-specific enzyme IIABI-
1252097ISTM0577Iputative PTS system mannose-specific enzyme IIABI-
1252098InfnBldihydropteridine reductasel-
1252099lybdFlhypothetical proteinl-
1252100ISTMO580Iputative regulatory proteinl-
1252101ISTMO581Iputative regulatory proteinl+
1252102lybdJlputative inner membrane proteinl-
1252103lybdKIputative cytoplasmic proteinl-

1252104lentDIphosphopantetheinyltransferase component of enterobactin

synthase multienzyme complexl|-



STM0585_2025_2059
STM0588_3318_3352
STM0589_394_428
STM0590_721_755
STM0591_369_403
STM0592_889_923
STM0593_310_344
STM0594_225_259
STM0595_241_275
STM0596_992_1026
STM0597_769_803
STM0598_705_739
STM0599_187_221
STM0600_1299_1333
STM0601_67_101
STM0602_938_972
STM0603_254_288
STM0604_257_291

STM0605_773_807

STM0606_681_715
STM0607_417_451
STM0608_65_99
STM0609_935_969
STM0610_161_195
STM0611_2113_2147
STM0612_201_235
STM0613_725_759
STM0614_209_243
STM0615_816_850
STM0616_25_59
STM0617_497_531
STM0618_1121_1155
STM0619_785_819
STM0620_481_515
STM0622_193_227

0.18
0.20
0.06
0.40
0.40
0.24
0.87
0.16
0.36
0.97
0.01
0.62
0.23
0.00
0.00
0.01
0.01
0.43

0.07

0.02
0.37
0.99
0.15
0.26
0.33
0.19
0.20
0.05
0.03
0.03
0.01
0.53
0.47
0.11
0.03

-1.44
-1.37
1.97
-1.17
-1.13
-1.22
-1.03
-1.33
1.19
-1.01
1.42
-1.07
-1.18
-9.62
-5.90
15.08
9.24
1.20

2.22

2.18
-1.11
-1.00

1.38

1.56
-1.11
-1.28
-1.14

1.66
-1.37
-1.63

2.83
-1.39
-1.14
-1.21
-1.25

1252105IfepAlouter membrane ferric enterobactin receptor precursorl-

1252108lentFlenterobactin synthase subunit Fl+
1252109IfepElferric enterobactin/enterochelin transporterl+
12521 10IfepCliron-enterobactin transporter ATP-binding proteinl-
125211 1IfepGliron-enterobactin transporter permeasel-

12521 12IfepDliron-enterobactin transporter membrane proteinl-
1252113lybdAlenterobactin exporter EntSl+

12521 14lfepBliron-enterobactin transporter periplasmic binding proteinl-

12521 15lentClisochorismate synthasel+
1252116lentElenterobactin synthase subunit El+
1252117lentBI2 3-dihydro-2 3-dihydroxybenzoate synthetasel+
1252118lentAl2 3-dihydroxybenzoate-2 3-dehydrogenasel+
1252119lybdBlhypothetical proteinl+

1252120IcstAlcarbon starvation proteinl+
1252121lybdDlputative cytoplasmic proteinl+
1252122lybdHIputative glycerol dehydrogenasel-
1252123lybdLIputative aminotransferasel+
1252124lybdMlputative transcriptional regulatorl-
1252125lybdNIputative 3'-phosphoadenosine 5'-phosphosulfate
sulfotransferasel-

1252126lybdOlputative transcriptional regulatorl-
12521271dsbGldisulfide isomerase/thiol-disulfide oxidasel-
1252128lahpClalkyl hydroperoxide reductase subunit Cl+
1252129lahpFlalkyl hydroperoxide reductase F52a subunitl+
1252130ISTMO610lputative anaerobic dehydrogenase component|+
1252131ISTMO61 1lputative oxidoreductase proteinl+
1252132ISTMO6 1 2Iputative hydrogenase proteinl+
1252133ISTMO061 3Iputative hydrogenase proteinl+
1252134lybdQlputative universal stress proteinl-
1252135lybdRIputative dehydrogenasel+
1252136Irnkinucleoside diphosphate kinase regulatorl-
1252137Irnalribonuclease II-

1252138]IcitTlIcitrate/succinate transport antiport proteinl-
1252139IcitGltriphosphoribosyl-dephospho-CoA synthasel-

1252140IcitX|2'-(5"-triphosphoribosyl)-3'-dephospho-CoA:apo-citrate lyasel-

1252142]citElcitrate lyase beta chainl-



STM0624_798_832
STM0625_711_745

STM0626_465_499

STM0628_369_403
STM0629_145_179
STM0630_49_83
STM0631_433_467
STM0632_91_125
STM0633_617_651
STM0634_257_291

STM0635.5_273_307

STM0636_81_115
STM0638_643_677
STM0639_426_460

STM0640_1223_1257

STM0641_45_79

STM0642_129_163
STM0643_229_263
STM0644_240_274
STM0645_65_99

STM0646_145_179
STM0647_329_363

STM0648_1720_1754
STM0649.S5_101_135

STM0651_305_339

STM0652_1442_1476

STM0653_5_39

STM0654_833_867
STM0655_289_323
STM0656_755_789
STM0658_730_764
STM0660_832_866
STM0661_401_435
STM0662_513_547
STM0663_321_355

0.49
0.01

0.02

0.02
0.01
0.26
0.11
0.07
0.19
0.04
0.00
0.09
0.05
0.71
0.01
0.31
0.01
0.20
0.02
0.00
0.67
0.02
0.47
0.07
0.07
0.49
0.01
0.05
0.20
0.14
0.13
0.83
0.02
0.02
0.01

1.07
-1.59

-1.42

1.33
-2.83
-1.16

1.21

1.64
-1.23
-1.68

2.02
-1.26
-1.29

1.08

2.46

1.20

2.54

1.12
-2.54
-1.71
-1.07
-1.68
-1.17

1.44

1.45
-1.24
-1.84

2.28
-1.17
-1.37
-1.15

1.09
-2.14
-1.99
-1.59

1252144lcitClcitrate lyase synthetasel-
1252145IdpiBlsensory histidine kinasel+
1252146IdpiAIDNA-binding response regulator in two-component regulatory
system with citAl+

1252148lpagPlpalmitoyl transferase for Lipid Al+
1252149IcspElcold shock protein El+

1252150IccrBlcamphor resistance protein CrcBI-
1252151lybeMIputative hydrolasel+

1252152ItatEltwin arginine translocase protein El+
1252153llipAllipoyl synthasel-

1252154lybeFlputative DNA-binding transcriptional regulatorl-
1252155llipBllipoyltransferasel-

1252156lybeDlhypothetical proteinl-

1252158]IrlpAlrare lipoprotein Al-

1252159ImrdBlcell wall shape-determining proteinl-
1252160ImrdAlpenicillin-binding protein 21-
1252161lybeAlhypothetical proteinl-
1252162lybeBlhypothetical proteinl-

1252163lcobClalpha ribazole-5'-P phosphatasel-
1252164lcobDlthreonine-phosphate decarboxylasel+
1252165InadDInicotinic acid mononucleotide adenyltransferasel-
1252166lholAIDNA polymerase lll subunit deltal-
1252167IrlpBILPS-assembly lipoprotein RplBI-
1252168lleuSlleucyl-tRNA synthetasel-
1252169ISTM0649.SIputative hydrolasel+
1252171I1STMO65112-keto-3-deoxygluconate permeasel+
1252172ISTMO652Iputative sigma-54 dependent transcriptional regulator|+
1252173lybeLlhypothetical proteinl+
1252174lybeQltetratricopeptide repeat proteinl-
1252175lybeRlputative cytoplasmic proteinl+
1252176lybeSlputative molecular chaperonel+
1252178lybeVlputative molecular chaperonel+
1252180ISTMO660Iputative cytoplasmic proteinl-
1252181lIrihAlribonucleoside hydrolase 11-
1252182IgltLIglutamate/aspartate transporter|-
1252183lgltKIglutamate/aspartate transporterl-



STM0664_641_675
STM0665_289_323

STM0666_1212_1246

STM0667_129_163
STM0668_401_435
STM0669_727_761
STM0670_714_748

STM0671_705_739
STM0672_273_307

STM0675/STM0679_2_36

STM0678_9_43

STM0680_1114_1148

STM0681_9_43

STM0682_862_896
STM0683_924_958
STM0684_689_723

STM0685_1498_1532
STM0686_1245_1279

STM0687_728_762
STM0689_498_532

STM0691_1197_1231

STM0692_297_331
STM0693_257_291
STM0694_385_419
STM0695_13_47

STM0696_137_171
STM0697_257_291
STM0698_642_676
STM0699_305_339
STM0700_897_931

STM0702_129_163

STM0703_2262_2296

STM0704_227_261

STM0705_1642_1676

0.01
0.60
0.00
0.04
0.32
0.45
0.16

0.33

0.37
0.02
0.01
0.01
0.11
0.05
0.30
0.07
0.00
0.89
0.03
0.31
0.07
0.57
0.28
0.06
0.08
0.70
0.22
0.02
0.27
0.23

0.26

0.08
0.06
0.47

-1.35
-1.06
1.27
-1.11
1.18
-1.07
1.14

-1.16

1.24
-1.76
-2.65

1.70
-1.14

1.63
-1.15
-1.09
-2.26
-1.04
-1.65

1.20

1.46
-1.05

1.14

1.35
-1.32
-1.05
-1.17
-2.02
-1.13
-1.16

1.09

-1.31
1.18
1.13

1252184lgltJIglutamate/aspartate transporter|-
1252185Igltliglutamate and aspartate transporter subunitl-
1252186lIntlapolipoprotein N-acyltransferasel-
1252187lybeXlputative transport proteinl-
1252188lybeYlhypothetical proteinl-

1252189IphoLlputative phosphate starvation-inducible proteinl-
1252190ImiaBIrRNA modification proteinl-
1252191IubiFI2-octaprenyl-3-methyl-6-methoxy-1 4-benzoquinol
hydroxylasel+

1252192ISTM067 2lputative inner membrane proteinl-
1252195/1252199ImetU/metTItRNAI-

1252198lleuWItRNAI-

1252200lasnBlasparagine synthetase BI-

1252201InagDIUMP phosphatasel-
1252202InagCIN-acetylglucosamine operon transcriptional repressorl-
1252203InagAlN-acetylglucosamine-6-phosphate deacetylasel-
1252204InagBlglucosamine-6-phosphate deaminasel-
1252205InagEIN-acetyl glucosamine specific PTS system components IIABCl+
1252206IgInSIglutaminyl-tRNA synthetasel+
1252207lybfMIputative outer membrane proteinl+
1252209IcitAlcitrate-proton symporter|-
1252211ISTMO691Itricarballylate dehydrogenasel-
1252212ISTM0692Iputative transcriptional regulatorl-

125221 3lfurlferric uptake regulatorl-

12522 14lfldAlflavodoxin FIdAI-

1252215lybfEILexA regulated proteinl-
1252216lybfFlhypothetical proteinl-

1252217IseqAlreplication initiation regulator SegAl+
1252218lpgmlphosphoglucomutasel+
1252219ISTMO699Iputative cytoplasmic proteinl-
1252220IpotElputrescine/ornithine antiporterl-
12522221kdpEIDNA-binding response regulator in two-component regulatory
system with KdpDI-

1252223lkdpDIsensor protein KdpDI-
1252224lkdpClpotassium-transporting ATPase subunit CI-
1252225lkdpBlpotassium-transporting ATPase subunit Bl-



STM0707_48_86

STMO708_141_175
STM0709_551_585
STM0710_595_629
STM0711_169_203
STM0712_17_51

STM0713_593_627
STM0714_385_419
STM0715_33_67

STM0716_493_527
STM0717_301_335
STMO718_513_547
STM0719_602_636
STM0721_775_809
STM0722_137_171

STM0723_161_195
STM0725_33_67

STM0726_1673_1707

STM0727_100_135
STM0728_545_579
STM0729_960_994
STM0730_349_383
STM0731_49_83

STM0732_.109_143

STM0733_49_83

STM0734_1664_1698

STM0735_669_703

STM0736_1867_1901

STM0737_754_788
STM0738_936_970
STM0739_65_99

STM0740_586_620
STM0741_701_735

0.01
0.00
0.20
0.02
0.13
0.66
0.19
0.13
0.02
0.03
0.83
0.41
0.02
0.51
0.05

0.20

0.04
0.02
0.04
0.94
0.14
0.00
0.11

0.00

0.00

0.00
0.00
0.00
0.00
0.00
0.00
0.87
0.34

1.93
2.34
-1.22
2.53
-1.24
-1.17
-1.26
-1.23
1.68
2.82
1.02
1.04
2.31
1.19
2.13

1.69

2.91
2.23
-1.89
1.01
1.16
-4.30
-1.58

-14.72

-5.92

-7.14
-10.77
-8.11
-4.99
-12.44
-8.47
-1.03
1.14

12522271STM0707Iputative outer membrane proteinl-
1252228lybfAlputative periplasmic proteinl+
1252229IphrBldeoxyribodipyrimidine photolyasel+
1252230lybgHlputative POT family transport proteinl-

125223 1lybgllputative hydrolase-oxidasel+

1252232lybglJlputative carboxylasel+

1252233lybgKlputative carboxylasel+

1252234lybglLlhypothetical proteinl+

1252235ISTMO7 1 5Iputative cytoplasmic proteinl+

1252236ISTMO7 16lputative phage integrasel+
1252237ISTMO0717Iputative inner membrane proteinl+
1252238ISTMO7 18lputative cytoplasmic proteinl+

1252239ISTMO7 19lputative UDP-galactopyranose mutasel+
12522411STMO721Iputative glycosyl transferasel+
12522421STMO722Iputative ABC transporter permease proteinl+
1252243ISTM0723lIputative ABC-type polysaccharide/polyol phosphate
transport system ATPase componentl+

1252245ISTMO725Iputative glycosyltransferasel+
1252246ISTMO726lputative glycosyl transferasel+
12522471STMO727Iputative cytoplasmic proteinl+
1252248Ineilendonuclease VIII+

1252249labrBlputative transport proteinl-

1252250IgltAltype Il citrate synthasel-

1252251ISTM07 3 1Iputative inner membrane proteinl+
1252252IsdhClsuccinate dehydrogenase cytochrome b556 large membrane
subunitl+

1252253IsdhDlIsuccinate dehydrogenase cytochrome b556 small membrane
subunitl+

1252254IsdhAlsuccinate dehydrogenase flavoprotein subunit|+
1252255IsdhBlsuccinate dehydrogenase iron-sulfur subunitl+
1252256lkgdlalpha-ketoglutarate decarboxylasel+
1252257IsucBldihydrolipoamide acetyltransferasel+
1252258IsucClsuccinyl-CoA synthetase subunit betal+
1252259IsucDlsuccinyl-CoA synthetase subunit alphal+
1252260IcydAlcytochrome d terminal oxidase polypeptide subunit Il+
1252261IcydBlcytochrome d terminal oxidase polypeptide subunit Ill+



STM0742_9_43
STM0743_9_43
STM0744_361_395
STM0745_169_203
STM0746_193_227

STM0747_1001_1035

STM0748_806_840
STM0749_129_163
STM0750_193_227
STM0756_397_431
STMO757_17_51

STM0758_833_867
STM0759_225_259
STM0760_166_200
STM0761_353_387
STM0762_577_611

STM0763.s_769_803

STM0764_769_803

STM0767_1309_1343

STM0769_65_99

STM0770_793_827
STM0772_385_419
STM0773_698_732
STM0774_918_952
STM0O775_688_722
STM0776_18_52

STM0777_801_835
STMO778_757_791
STMO779_113_147
STM0780_21_55

STM0781_545_579
STM0782_593_627
STM0783_180_214
STM0784_321_355
STM0785_449_483

STMO786_1181_1215

0.97
0.07
0.01
0.04
0.14
0.89
0.01
0.02
0.15
0.05
0.04
0.33
0.04
0.01
0.17
0.65
0.13
0.03
0.03
0.37
0.08
0.59
0.87
0.59
0.76
0.35
0.02
0.14
0.54
0.11
0.02
0.00
0.38
0.21
0.45
0.01

1.01
1.30
-1.40
-2.03
-1.46
-1.02
-1.80
-2.58
-1.30
1.57
1.21
1.17
2.05
-1.32
1.13
-1.07
-1.27
2.34
1.70
-1.20
1.23
-1.09
-1.03
1.02
1.04
-1.12
2.41
-1.26
1.09
1.72
1.90
-1.53
-1.10
-1.25
1.15
-3.38

1252262lybgTlputative outer membrane lipoproteinl+
1252263lybgElhypothetical proteinl+

1252264lybgClacyl-CoA thioester hydrolase YbgCl+
1252265ItolQlcolicin uptake protein TolQl+
1252266ItolRIcolicin uptake protein TolRI+

1252267I1tolAlcell envelope integrity inner membrane protein TolAl+
1252268]ltolBltranslocation protein TolBl+
1252269Ipallpeptidoglycan-associated outer membrane lipoproteinl+
1252270lybgFlhypothetical proteinl+
1252276InadAlquinolinate synthetasel+

125227 7IpnuClnucleoside/purine/pyrimidine transporterl+
1252278lybgRIzinc transporter ZitBl-
1252279lybgSlhypothetical proteinl-
1252280laroGlphospho-2-dehydro-3-heoxyheptonate aldolasel+
1252281ISTMO761Ifumarate hydratasel-
1252282ISTMO762Ifumarate hydratasel-
1252283ISTM0O763.sltranscriptional regulator|+
1252284ISTMO7 64ltranscriptional regulatorl-
1252287IdcoAlpseudol+

1252289ISTMO769Iputative cytoplasmic proteinl+
1252290ISTMO770lputative ABC transport proteinl+
1252292IlgpmAlphosphoglyceromutasel-

1252293lgalMlaldose 1-epimerasel-
1252294lgalKlgalactokinasel-
1252295IgalTlgalactose-1-phosphate uridylyltransferasel-
1252296lgalEIUDP-galactose-4-epimerasel-
1252297ISTMQ777Iputative inner membrane proteinl-
1252298ImodFlputative molybdenum transport ATP-binding protein ModFI-
1252299ImodEIDNA-binding transcriptional dual regulatorl-
1252300ISTMO780lhypothetical proteinl+
1252301ImodAlmolybdate transporter periplasmic proteinl+
1252302ImodBImolybdate ABC transporter permease proteinl+
1252303ImodClmolybdate transporter ATP-binding proteinl+
1252304lybhAlpredicted hydrolasel-
1252305lybhEI6-phosphogluconolactonasel+
1252306lybhClputative pectinesterasel-



STM0787_1137_1171 0.00 -2.95 1252307Ihutllimidazolonepropionasel+

STM0788_785_819 0.01 -1.72 1252308lhutGlformimidoylglutamasel+
STM0789_129_163 0.00 -1.58 1252309lhutClhistidine utilization repressor|+
STM0790_798_832 0.01 -3.32 12523 10lhutUlpseudol+
STM0792_345_379 0.02 2.44 1252312lybhBlpredicted kinase inhibitorl-
STM0793_291_325 0.92 -1.03 12523 13lbioAladenosylmethionine--8-amino-7-oxononanoate transaminasel-
STM0794_490_524 0.14 1.60 12523 14lbioBlbiotin synthetasel+
STM0795_271_305 0.45 -1.17 12523 15IbioFI8-amino-7-oxononanoate synthasel+
STM0796_360_394 0.07 1.57 12523 16lbioClpredicted methyltransferasel+
STM0797_73_107 0.13 -1.72 12523 17IbioDldithiobiotin synthetasel+
STM0798_1343_1377 0.68 -1.05 1252318luvrBlexcinuclease ABC subunit Bl+
STM0799.1N_97_131 0.02 2.06 2673729ISTM0799.1NI-I+
STM0800_2067_2101 0.03 1.43 1252320IslIrPlleucine-rich repeat proteinl+
STM0801_385_419 0.03 -1.52 1252321lybhKlputative cytoplasmic proteinl-
STM0802_81_115 0.03 -1.43 1252322ImoaAlmolybdenum cofactor biosynthesis protein Al+
STM0803_65_99 0.30 -1.11 1252323ImoaBIimolybdopterin biosynthetic protein Bl+
STM0804_361_395 0.01 -1.45 1252324ImoaClmolybdenum cofactor biosynthesis protein Cl+
STM0805_33_67 0.07 -1.35 1252325ImoaDImolybdopterin synthase small subunitl+
STM0806_97_131 0.24 -1.16 1252326IMoaElmolybdopterin synthase large subunitl+
STM0807_257_291 0.26 -1.11 1252327lybhLIputative permeasel+
STM0808_545_579 0.02 1.44 1252328lybhMliputative integral membrane proteinl+
STM0809_410_444 0.18 1.38 1252329ISTM0809Iputative inner membrane proteinl+
STM0810_145_179 0.15 1.58 1252330ISTM0810lputative inner membrane proteinl+
STM0811_241_275 0.01 1.64 125233 11lybhNIhypothetical proteinl-
STM0812_1011_1045 0.01 1.65 1252332lybhOlcardiolipin synthase 2I-
STM0814_63_97 0.00 -3.76 1252334lybhQlputative inner membrane proteinl+
STM0815_236_270 0.01 -1.51 1252335lybhRIputative transport proteinl-
STM0816_388_422 0.02 1.40 1252336lybhSlputative transport proteinl-
STMO817_1578_1612 0.64 1.06 1252337lybhFlputative ABC-type multidrug transport system ATPase
component|-
STM0819_553_587 0.46 -1.07 1252339lybiHIputative DNA-binding transcriptional regulatorl-
STM0820_1134_1168 0.06 -1.30 1252340IrhlEIATP-dependent RNA helicase RhIEl+
STM0821_1514_1548 0.13 1.64 12523411dinGIATP-dependent DNA helicase DinGl+
STM0822_673_707 0.08 1.33 1252342lybiBlhypothetical proteinl+
STM0823_9_43 0.02 2.69 1252343lybiJlhypothetical proteinl-

STM0825_109_143 0.24 1.51 1252344lybillhypothetical proteinl-



STM0826_385_419
STM0827_1992_2026
STM0828_65_99
STM0829_257_291
STM0830_481_515
STM0831_369_403
STM0832_561_595
STM0833_393_427
STM0835_97_131
STM0836_114_148
STM0838_1362_1396
STM0841_667_701
STM0842_553_587
STM0844_449_483
STM0845_193_227
STM0846_931_965
STM0847_577_611
STM0848_1333_1367
STM0849_828_862
STM0850_677_711
STM0851_465_499
STM0852_1223_1257
STM0853_273_307
STM0854_221_255
STM0855_787_821
STM0856_569_603
STM0857_949_983
STM0858_991_1025
STM0859_481_515
STM0860_285_321
STM0861_593_627
STM0862_90_124
STM0863_556_590
STM0864_345_379
STM0865_49_83
STM0866_810_844

0.65
0.33
0.04
0.04
0.04
0.01

0.40
0.01

0.04
0.37
0.01

0.04
0.86
0.05
0.20
0.71

0.12
0.02
0.05
0.24
0.02
0.03
0.02
0.02
0.10
0.26
0.89
0.15
0.05
0.01

0.32
0.69
0.03
0.77
0.11

0.41

1.05
-1.14
-1.21

1.13

1.66

2.76
-1.10

5.22
-1.25

1.10
-1.96
-1.38

1.03
2.06

1.37

1.06
-1.66
-1.75
-1.60
-1.24
-2.26
-2.04

1.45

1.51
2.21

1.14

1.01

1.50
2.08
3.93

1.23

1.03

1.80

1.08

1.42
-1.12

1252345lybiNIputative SAM-dependent methyltransferasel+
1252346lybiOlpredicted mechanosensitive channell-
12523471gInQlglutamine ABC transporter ATP-binding proteinl-
1252348lgInPlglutamine ABC transporter permease proteinl-
1252349IgInHIglutamine ABC transporter periplasmic proteinl-
1252350IdpsIDNA starvation/stationary phase protection protein Dps|-
1252351lybiFlthreonine and homoserine efflux systeml-
1252352lompXlouter membrane protein X|+
1252354ISTM0835Imanganese transport regulator MntRI+
1252355lybiRlputative transporterl+

1252357lybiTlputative ABC transporter ATPase component|+
1252360lybiUlputative cytoplasmic proteinl-
12523611ybiV(1)lputative hydrolasel+

1252363IpflElputative pyruvate formate lyase activating enzymel-
1252364ImoeBlmolybdopterin biosynthesis protein MoeBI-
1252365ImoeAlmolybdopterin biosynthesis protein MoeAl-
1252366lybiKIL-asparaginasel+

1252367lyliAlglutathione transporter ATP-binding proteinl+
1252368]lyliBlputative ABC transporter periplasmic binding proteinl+
1252369lyliClputative ABC transporter periplasmic binding proteinl+
1252370lyliDIputative ABC transporter inner membrane component|+
125237 1lyliGlputative FeS oxidoreductasel-

1252372lbssRIbiofilm formation regulatory protein BssRI+
1252373ISTM0854Iputative cytoplasmic proteinl+
1252374ISTM0O855Iputative electron transfer protein beta subunitl+
1252375ISTMO856Iputative electron transfer protein alpha subunitl+
1252376ISTM0O857Iputative acyl-CoA dehydrogenasel+
1252377ISTM0858Iputative dehydrogenasel+
1252378ISTMO859Iputative transcriptional regulatorl-
1252379ISTM0860Iputative inner membrane proteinl-
1252380lylill-1+

125238 1lyliJlputative glutathione S-transferasel-
1252382ldacClID-alanyl-D-alanine carboxypeptidase fraction Cl+
1252383ldeoRIDNA-binding transcriptional repressorl-
1252384lybjGlundecaprenyl pyrophosphate phosphatasel-
1252385ImdfAlmultidrug translocasel+



STM0867_145_179
STM0868_213_247
STM0869_129_163
STM0870_879_913
STM0871_225_259
STM0872_73_107
STM0873_21_55
STM0874_577_611
STM0876_321_355

STM0877_626_660

STM0878_1039_1073

STM0879_209_243

STM0880_753_787

STM0881_353_387
STM0882_756_790
STM0884_761_795
STM0885_185_219
STM0886_745_779
STM0887_129_163
STM0888_153_187
STM0889_609_643
STM0890_433_467
STM0891_513_547
STM0892_401_435
STM0894_109_143
STM0897_349_383

STM0900_1129_1163

STM0901_865_899
STM0906_73_107
STM0907_73_107
STM0908_53_88
STM0909_321_355

STM0910_1302_1336

0.00
0.07
0.49
0.03
0.04
0.02
0.78
0.57
0.27

0.00
0.00
0.20

0.01

0.09
0.03
0.78
0.03
0.04
0.01
0.01
0.01
0.00
0.01
0.99
0.02
0.04
0.05
0.37
0.05
0.25
0.09
0.14
0.15

1.51
-1.18
1.11
-1.10
1.61
1.63
-1.04
1.06
-1.11

-2.43
-2.36
-1.16

-1.84

1.20
-1.33
-1.04

1.39

1.37

1.46
-2.06
-1.61
-3.46
-1.77

1.00
-2.04
-1.33
-2.03
-1.18
2.10

1.33

1.61
-1.52
-1.27

1252386ISTM0867Iputative hydrolasel-
1252387ISTM0868Iputative transport protein/regulatorl-
1252388ISTM0869Iputative regulatory proteinl+
1252389ISTM0870lhypothetical proteinl-
1252390lybjMIputative inner membrane proteinl+
1252391IgrxAlglutaredoxin 1I-

1252392lybjClpredicted inner membrane proteinl+
1252393ImdaAlnitroreductase Al+

1252395lybjNIputative cytoplasmic proteinl+
1252396IpotFlputrescine transporter subunit: periplasmic-binding component
of ABC superfamilyl+

1252397IpotGlputrescine transporter ATP-binding subunitl+
1252398lpotHIputrescine transporter subunit: membrane component of ABC
superfamilyl+

1252399Ipotllputrescine transporter subunit: membrane component of ABC
superfamilyl+

1252400lybjOlputative inner membrane proteinl+
12524011IrumBI23S rRNA metyluridine methyltransferasel+
1252402lulaAlascorbate-specific PTS system enzyme IICl+
1252403ISTM0885Iputative inner membrane proteinl+
1252404ISTM0886Iputative sulfatasel+
1252405lartJlarginine transport system componentl-
1252406lartMlarginine transporter permease subunit ArtMI-
1252407lartQlarginine transporter permease subunit ArtQl-
1252408]lartllarginine transport systeml-
1252409lartPlarginine transporter ATP-binding subunitl-
1252410lybjPlpredicted lipoproteinl-
1252412ISTM0894Iputative excisionasel-
1252415ISTM0897Ihypothetical proteinl-
1252419ISTM0900Iputative helicasel+

1252420ISTM0901 Iputative phage DNA primasel+
1252425I1STM0906lhypothetical proteinl+
1252426ISTM0907Iputative chitinasel+
12524271STM0908lhypothetical proteinl+
1252428ISTM0909Ihypothetical proteinl+
12524291STM0910lhypothetical proteinl+



STM0912_1908_1942
STM0913.2N_198_232
STM0914_429_463
STM0915_296_331
STM0916.1N_365_399
STM0921_249_283
STM0922_533_567
STM0928_608_642
STM0930_33_67
STM0931_321_355
STM0932_399_433
STM0933_467_501
STM0934_3_37
STM0935_1024_1058
STM0936_545_579
STM0938_769_803
STM0939_916_950
STM0940_193_227
STM0941_1016_1050
STM0942_1428_1462
STM0943_105_139
STM0944_248_282
STM0945_1406_1440

STM0946/STM2471/STM303

STM0947_193_227
STM0948_129_163
STM0949_8_42
STM0950_401_435
STM0952_833_867
STM0953_65_99
STM0954_49_83
STM0955_353_387

STM0956_1379_1413

0.59
0.35
0.90
0.02
0.50
0.45
0.03
0.11
0.15
0.34
0.01
0.09
0.03
0.09
0.02
0.03
0.01
0.30
0.02
0.04
0.00
0.08
0.11

0.07

0.27
0.08
0.71
0.06
0.00
0.32
0.73
0.61

0.02

-1.18
-1.23
-1.02
-1.33
-1.05
-1.09
-1.60
-1.57

-1.06
-1.45
1.16
1.51
1.41
-1.66
-1.18
-1.55
1.16
1.43
1.61
-6.01
-1.47
-1.45

-1.17

1.24
-1.57
1.49
-1.72
1.67
1.10
-1.10
-1.04

-1.43

1252431I1STM0912IATP-dependent proteasel+
2673767I1STM0913.2Nlhypothetical proteinl+
1252433ISTM0914Iputative phage tail component|+
1252434ISTM091 5lhypothetical proteinl+
2673747|1STM0916.1NlIhypothetical proteinl+
1252440ISTM0921Iputative minor tail proteinl+
12524411STM0922Iputative phage tail assembly proteinl+
1252447InanHIneuraminidasel-

1252449lorfBlhypothetical proteinl+

1252450lybjRIputative aminidasel+

12524511STM0932Iputative nucleoside-diphosphate-sugar epimerasel-
1252452lybjTlputative nucleoside-diphosphate-sugar epimerasel-
1252453lltaAlL-allo-threonine aldolase PLP-dependentl-
1252454IpoxBlpyruvate dehydrogenasel-

1252455lhcrlHCP oxidoreductase NADH-dependentl-
1252457lybjElputative inner membrane proteinl-
1252458lybjDIhypothetical proteinl+

1252459lybjXIVirK-like proteinl-

1252460lybjYlmacrolide transporter subunit MacAl+
1252461lybjZlmacrolide transporter ATP-binding /permease proteinl+
1252462IcspDlstress response proteinl-
1252463IclpSIATP-dependent Clp protease adaptor protein ClpSI+
1252464IclpAlATP-dependent Clp protease ATP-binding subunitl+
1252465/1253993/1254555/1255002/12558371tnpA_1/tnpA_3/tnpA_4/
tnpA_5/tnpA_G6ltransposasel+

1252466ISTM0947Iputative integrasel-

12524671STM0948Iputative cytoplasmic proteinl-
1252468IserWItRNAI-

1252469ISTM0950ISIsAl-

12524711STM0952Iputative transcriptional regulator|+

125247 2linfAltranslation initiation factor IF-1I-
12524731STM0954Iputative inner membrane proteinl-
1252474laatlleucyl/phenylalanyl-tRNA--protein transferasel-

125247 5IcydClcysteine/glutathione ABC transporter membrane/ATP-binding
component|-



STM0957_1632_1666

STM0958_705_739
STM0959_353_387
STM0960_3841_3875
STM0961_321_355
STM0962_1185_1219
STM0963_550_584
STM0964_2342_2376
STM0965_583_617
STM0966_417_451
STM0969_1127_1161
STM0970_161_195
STM0972_721_760
STM0973_2244_2278
STM0974_497_531
STM0975_1482_1516
STM0976_317_351
STM0977_442_476
STM0978_1053_1087
STM0979_641_675
STM0980_137_171
STM0981_851_885
STM0982_232_266
STM0984_1134_1168
STM0985_417_451
STM0986_898_932
STM0987_83_117
STM0988_277_311
STM0989_561_595
STM0990_132_167
STM0991_201_235
STM0992_372_406
STM0993_321_355
STM0994_3804_3838
STM0995_1099_1133

0.80

0.88
0.02
0.02
0.05
0.01
0.16
0.99
0.86
0.00
0.02
0.01
0.02
0.83
0.04
0.06
0.17
0.20
0.68
0.01
0.03
0.02
0.56
0.02
0.04
0.03
0.24
0.03
0.22
0.02
0.03
0.03
0.01
0.00
0.00

1.04

1.03
-1.90
-2.04
-1.31

-3.30
1.91

1252476lcydDlIcysteine/glutathione ABC transporter membrane/ATP-binding

component|-

12524771trxBlthioredoxin reductasel-

125247 8llIrplleucine-responsive transcriptional regulator|+
1252479IftsKIDNA translocase FtsKl+
1252480llolAlouter-membrane lipoprotein carrier proteinl+
125248 1lycallrecombination factor protein RarAl+
1252482lserSlIseryl-tRNA synthetasel+

1252483ldmsAlanaerobic dimethyl sulfoxide reductase subunit Al+
1252484ldmsBlanaerobic dimethyl sulfoxide reductase subunit Bl+
1252485ldmsClanaerobic dimethyl sulfoxide reductase subunit Cl+
1252487lycaMlputative amino-acid transporterl+
1252488IpflAlpyruvate formate lyase-activating enzyme 11-
1252490ISTM0972ISopD-like proteinl+

1252491 IpfIBlpyruvate formate lyase II-

1252492IfocAlformate transporterl-

1252493lycaOlputative cytoplasmic proteinl-
1252494lycaPlputative inner membrane proteinl+
1252495IserClphosphoserine aminotransferasel+
1252496laroAl3-phosphoshikimate 1-carboxyvinyltransferasel+
1252497lycallputative Zn-dependent proteasel+
1252498lcmklcytidylate kinasel+

1252499IrpsAl30S ribosomal protein S11+
1252500lihfBlintegration host factor subunit betal+
1252502ImsbAllipid transporter ATP-binding/permease proteinl+
1252503llpxKltetraacyldisaccharide 4'-kinasel+
1252504lycaQlputative cytoplasmic proteinl+
1252505lycaRlhypothetical proteinl+
1252506lkdsBI3-deoxy-manno-octulosonate cytidylyltransferasel+
12525071STM0989lhypothetical proteinl+
1252508lycbClhypothetical proteinl-

1252509IsmtAlputative metallothionein SmtAl+
1252510ImukFlcondesin subunit Fl+

125251 1ImukElcondesin subunit El+

125251 2ImukBlcell division protein MukB|+
1252513lycbBlhypothetical proteinl+



STM0996_109_143
STM0997_417_451
STM0998_944_978
STM0999_285_319
STM1000_1338_1372
STM1001_281_315
STM1003_694_728
STM1004_476_510
STM1005_1062_1096
STM1006_145_179
STM1009/STM2632_2759_2
STM1010_127_161
STM1010.1n_122_156
STM1011_144_178
STM1012/STM2628_67_101
STM1013/STM2627_57_91
STM1014/STM2626_257_29
STM1015/STM2625_577_61
STM1016/STM2624_193_22
STM1017/STM2623_129_16
STM1018_60_99
STM1020_159_194
STM1021_432_466
STM1021.1n_77_111
STM1022_673_707
STM1023_225_259
STM1024_5_39
STM1025_385_419
STM1026_166_200
STM1027_80_114
STM1028_141_175
STM1029_83_117
STM1030_145_179
STM1031_1332_1366
STM1032_603_637
STM1033_1083_1117

0.04
0.81

0.75
0.01

0.02
0.00
0.02
0.06
0.12
0.10
0.00
0.10
0.25
0.01

0.12
0.04
0.03
0.50
0.01

0.03
0.02
0.02
0.01

0.02
0.96
0.16
0.18
0.04
0.09
0.06
0.05
0.07
0.87
0.01

0.01

0.43

-1.66
-1.05
-1.08
-2.61

1.82
-1.87
-1.97

44
91

91

.35
37
.95
37
.84
-1.24

-1.47
-1.29

2.68
.19
.00
.32
.49
.05
.35
.96
.20
.61

.02
-1.41
-1.64
-1.08

1 1 1
_— L= = N = —_

1252514lycbKlputative outer membrane proteinl+
1252515lycbLlputative metallo-beta-lactamasel+
1252516laspClaromatic amino acid aminotransferasel-
1252517lompFlouter membrane protein F precursorl-
1252518lasnClasparaginyl-tRNA synthetasel-
1252519ISTM1001Iputative leucine response regulatorl-
12525211STM1003Iputative transcriptional regulator|+
1252522lpncBlnicotinate phosphoribosyltransferasel-
1252523ISTM1005lintegrasel-

1252524ISTM1006lexcisionasel-
1252527/1254155ISTM1009/5STM2632lexodeoxyribonucleasel-
1252528ISTM1010lhypothetical proteinl-
2673727I1STM1010.1nlhypothetical proteinl-

1252529ISTM101 1lhypothetical proteinl-
1252530/1254151I1STM1012/STM2628lprobable regulatory proteinl-
1252531/1254150ISTM1013/STM2627Iprobable regulatory proteinl+
1252532/1254149ISTM1014/STM2626Iprobable regulatory proteinl+
1252533/1254148ISTM1015/5TM2625Iputative replication proteinl+
1252534/1254147I1STM1016/STM2624lhypothetical proteinl+
1252535/1254146ISTM1017/STM2623lhypothetical proteinl+
1252536ISTM1018lhypothetical proteinl+
1252538ISTM1020lhypothetical proteinl+
1252539ISTM1021lhypothetical proteinl+
2673724ISTM1021.1nlhypothetical proteinl+
1252540ISTM1022Iputative molecular chaperonel+
12525411STM1023lhypothetical proteinl+
12525421STM1024lhypothetical proteinl+
1252543ISTM1025Ihypothetical proteinl-
1252544ISTM1026lhypothetical proteinl-
1252545ISTM1027Ihypothetical proteinl+
1252546ISTM1028llysozymel+

12525471STM1029lhypothetical proteinl+
1252548ISTM1030lhypothetical proteinl+
1252549ISTM1031lhypothetical proteinl+
1252550ISTM1032lhypothetical proteinl+

1252551I1STM1033IClp protease-like proteinl+



STM1034_49_83 0.04 1.77 1252552ISTM1034Iputative RecA/RadA recombinasel+

STM1035_33_67 0.11 1.61 1252553ISTM1035IATP-binding sugar transporter-like proteinl+
STM1036_249_283 0.74 -1.07 1252554ISTM1036lprobable minor tail proteinl+
STM1037_366_400 0.02 -1.11 1252555ISTM1037Iprobable minor tail proteinl+
STM1038_9_43 0.08 -1.20 1252556ISTM1038lprobable major tail proteinl+
STM1039_49_83 0.48 1.13 1252557ISTM1039Iprobable minor tail proteinl+
STM1040_229_263 0.03 -1.72 1252558ISTM1040lIprobable minor tail proteinl+
STM1041_2677_2711 0.17 -1.20 1252559ISTM1041Iprobable minor tail proteinl+
STM1042_226_260 0.03 1.67 1252560ISTM1042Iprobable minor tail proteinl+
STM1043_191_225 0.65 1.04 12525611STM1043lattachment/invasion proteinl+
STM1044_429_463 0.00 3.26 1252562IsodClsuperoxide dismutase precursorl-
STM1045_301_335 0.04 -1.39 1252563ISTM1045Iprobable minor tail proteinl+
STM1046_225_259 0.02 -1.44 1252564ISTM1046lprobable tail assembly proteinl+
STM1047_341_375 0.10 -1.15 1252565ISTM1047Iprobable tail assembly proteinl+
STM1048_2217_2251 0.18 1.25 1252566ISTM1048lhost specificity protein Jl+
STM1048.1N_717_751 0.66 1.08 2673720ISTM1048.1NlIhypothetical proteinl+
STM1049_1520_1554 0.20 1.13 1252567ISTM1049Iprobable tail fiber proteinl+
STM1050_329_364 0.03 1.82 1252568ISTM1050Itail fiber assembly like-proteinl+
STM1051_433_467 0.00 3.37 1252569Issellsecreted effector proteinl+
STM1052_121_155 0.02 3.47 1252570ISTM1052Ipseudol+

STM1053_129_163 0.04 1.28 12525711STM1053Ihypothetical proteinl-
STM1054_228_263 0.02 1.64 1252572ISTM1054Ihypothetical proteinl-
STM1055_105_139 0.07 1.39 1252573ISTM1055Ihypothetical proteinl-
STM1056_57_91 0.01 1.34 1252574ISTM1056IMsgA-like proteinl-
STM1057_2446_2480 0.13 1.26 125257 5IpepNlaminopeptidase NI+
STM1058_68_102 0.06 -1.28 1252576lpyrDldihydroorotate dehydrogenase 2|+
STM1059_345_379 0.91 -1.02 12525771lycbWlputative cytoplasmic proteinl+
STM1060_895_929 0.01 1.38 1252578ISTM1060Iputative iron-sulfur proteinl-
STM1061_1366_1400 0.07 1.50 1252579lycbYlputative N6-adenine-specific DNA methylasel+
STM1062_1229_1263 0.03 -1.51 1252580IluuplABC transporter ATPase component|+
STM1063_1183_1217 0.08 1.90 125258 1IpgiAlparaquat-inducible protein Al+
STM1064_1522_1556 0.04 2.65 1252582IpqiBlparaquat-inducible protein Bl+
STM1065_73_107 0.03 -1.18 1252583lymbAlputative outer membrane proteinl+
STM1066_81_115 0.20 1.30 1252584Irmflribosome modulation factorl+
STM1067_449_483 0.01 -2.29 1252585IfabAl3-hydroxydecanoyl-(acyl carrier protein) dehydratasel-

STM1068_1594_1628 0.02 -1.17 1252586llonHIputative proteasel-



STM1069_281_315
STM1071_401_435
STM1072_113_147

STM1073_1427_1461

STM1074_289_323

STM1075_1280_1314

STM1076_321_355
STM1077_497_531
STM1078_119_153
STM1079_81_115
STM1080_853_887
STM1081_257_291
STM1082_457_491
STM1083_241_275
STM1084_235_269
STM1085_561_595
STM1086_35_69
STM1087_5_39
STM1089_259_293
STM1090_129_163
STM1092_125_159
STM1093_37_71

STM1095_1262_1296

STM1096_357_391
STM1097_157_191
STM1098_353_387
STM1100_225_259
STM1106_209_243
STM1107_962_996
STM1108_769_803
STM1109_577_611
STM1110_33_67
STM1111_97_131
STM1112_193_227
STM1113_41_76

STM1114_1016_1050

0.10
0.22
0.00
0.92
0.13
0.12
0.02
0.98
0.84
0.16
0.28
0.08
0.89
0.14
0.29
0.00
0.75
0.07
0.08
0.02
0.05
0.00
0.23
0.68
0.02
0.13
0.02
0.03
0.02
0.02
0.96
0.09
0.05
0.14
0.60
0.74

1.32
1.28
-2.26
-1.01
1.45
1.46
-1.70
1.00
1.03
1.24
1.25
1.83
-1.02
1.11
-1.15
8.43
1.49
1.33
1.19
-1.46
-1.76
-7.71
1.21
1.11
1.76
1.23
1.85
-1.61
-1.91
1.98
-1.00
2.63
-1.46
-1.16
1.07
1.12

1252587lycbGlhypothetical proteinl+
1252589IsulAISOS cell division inhibitorl-
1252590lyccRlputative DNA transformation proteinl+
125259 1lyccSlputative transporter|-
1252592lyccFlhypothetical proteinl-
12525931helDIDNA helicase IVI+
1252594ImgsAlmethylglyoxal synthasel-
1252595lyccTlhypothetical proteinl-
1252596ISTM1078lputative cytoplasmic proteinl+
1252597lyccViputative inner membrane proteinl-
1252598lyccWiputative SAM-dependent methyltransferasel-
1252599ISTM1081Iputative outer membrane proteinl+
1252600ISTM1082Ibacterial regulatory proteinl+
1252601lyccXlputative phosphohydrolasel+
1252602lyccKlsulfurtransferase TusEl-
1252603lyccAlhypothetical proteinl-
1252604IserTItRNAI+

1252605IpipAlpathogenicity island-encoded protein Al-
12526071STM1089Iputative inner membrane proteinl+
1252608IpipClpathogenicity island-encoded protein CI-
1252610lorfXlputative cytoplasmic proteinl+
1252611ISTM1093Iputative cytoplasmic proteinl-
125261 3lcopSlcopper resistance proteinl-

12526 14lcopRltranscriptional regulatory protein YedWI-
1252615ISTM1097Ihypothetical proteinl+
1252616lhpaCl4-hydroxyphenylacetate catabolisml-
1252618lhpaRI4-hydroxyphenylacetate catabolisml-
1252624lhpall4-hydroxyphenylacetate catabolisml+
1252625lhpaXl4-hydroxyphenylacetate catabolisml+
1252626lhpaAl4-hydroxyphenylacetate catabolisml+
12526271STM1109Iputative periplasmic proteinl+
1252628ISTM1110lhypothetical proteinl-
1252629lyccDlIchaperone-modulator protein CopMI-
1252630IcbpAlcurved DNA-binding protein CbpAl-
125263 1IscsAlsuppression of copper sensitivity protein Al+
1252632IscsBlsuppression of copper sensitivity proteinl+



STM1116_53_87
STM1117_307_341
STM1118_.129_163
STM1119_81_115
STM1120_19_53
STM1121_95_129
STM1122_481_515
STM1123_33_67
STM1124_3228_3262
STM1125_798_832
STM1126_449_483
STM1127_129_163
STM1128_1298_1332
STM1129_33_67
STM1130_706_740
STM1131_57_91
STM1132_482_516
STM1133_108_142
STM1134_12_46
STM1135_769_803
STM1136_33_67
STM1137_81_115
STM1138_189_223
STM1139_353_387
STM1141_94_128

STM1142_345_379

STM1143_129_163
STM1144_209_243
STM1145_81_115
STM1146_241_275
STM1147_209_243
STM1148.5_1129_1163
STM1149_808_842
STM1150_793_827
STM1151_2089_2123

0.06
0.00
0.41
0.28
0.08
0.02
0.10
0.01
0.05
0.01
0.01
0.00
0.45
0.08
0.03
0.66
0.89
0.18
0.73
0.01
0.46
0.51
0.02
0.56
0.01

0.04

0.13
0.01
0.03
0.03
0.02
0.35
0.67
0.17
0.05

-1.18
-7.81
1.13
-1.15
1.53
3.35
-1.46
-2.86
-2.49
-1.89
-1.43
1.88
-1.10
-1.18
1.99
-1.10
1.02
1.18
1.44
1.74
-1.07
-1.08
1.84
1.03
-1.45

-1.38

-1.31
2.41
3.41
2.47
1.60
1.10

-1.05

-1.21

-1.18

1252634lIscsDIsuppression of copper sensitivity proteinl+
1252635lagplglucose-1-phosphatase/inositol phosphatasel+
1252636lycclihypothetical proteinl-

1252637IwraBITrpR binding protein WrbAl-
1252638lycdFlpseudol+

1252639lymdFlputative cytoplasmic proteinl+
1252640lycdClputative transcriptional repressorl+
1252641ISTM1123Iputative periplasmic proteinl-
2673752IputAl-I-

125264 3lputPlmajor sodium/proline symporterl+
2673763IphoHI-I+

1252645ISTM1127Iputative transcriptional regulatorl-
1252646ISTM1128lputative sodium/glucose cotransporterl-
12526471STM1129IN-acetylmannosamine-6-phosphate 2-epimerasel-
1252648ISTM1130lputative inner membrane proteinl+
1252649ISTM1131Iputative outer membrane proteinl+
1252650ISTM1132Iputative sialic acid transporter|+
1252651ISTM1133Iputative dehydrogenasel+
1252652IserXItRNAI-

1252653lycdWlputative oxidoreductasel+
1252654lycdXlputative hydrolasel+

1252655lycdYlputative oxidoreductase component|+
1252656lycdZlputative inner membrane proteinl+
1252657IcsgGlputative curli operon transcriptional regulatorl-
1252659IcsgElcurli assembly protein CsgEl-
1252660IcsgDIDNA-binding transcriptional activator in two-component
requlatory systeml-

125266 1IcsgBlcurlin minor subunitl+

1252662IcsgAlcryptic curlin major subunitl+
1252663lcsgClputative curli production protein precursorl+
1252664lymdAlputative periplasmic proteinl+
1252665ISTM1147lhypothetical proteinl+
1252666lymdClputative phospholipasel+
1252667ImdoClglucans biosynthesis proteinl-
1252668ImdoGlglucan biosynthesis protein Gl+
1252669ImdoHIglucosyltransferase MdoHI+



STM1152_129_163
STM1153_65_99
STM1154_760_794
STM1155_457_491
STM1156_758_792
STM1157_353_387
STM1158_97_131
STM1159_61_95
STM1160_504_538
STM1161.S_53_87
STM1162_7_41
STM1163_208_242
STM1164_37_71
STM1165_457_491
STM1166_690_724
STM1167_401_435
STM1168_385_419
STM1169_65_99

STM1170_1152_1186

STM1171_13_47

STM1172_257_291
STM1173_.129_163
STM1175_289_323
STM1181_163_197

STM1183_1239_1273

STM1184_225_259

STM1185_2877_2911

STM1186_121_155
STM1187_737_771
STM1188_333_367
STM1189_391_425
STM1190_225_259
STM1191_139_173
STM1192_633_667
STM1193_289_323
STM1194_673_707

0.19
0.01
0.76
0.31
0.03
0.33
0.09
0.04
0.87
0.85
0.54
0.02
0.04
0.54
0.04
0.00
0.17
0.09
0.62
0.41
0.11
0.95
0.49
0.74
0.01
0.95
0.02
0.16
0.08
0.20
0.09
0.02
0.06
0.64
0.28
0.03

-1.29
-2.02
1.04
1.07
-2.18
-1.11
1.21
1.46
1.04
1.01
1.05
-1.66
1.52
-1.15
-1.31
-2.08
-1.44
1.31
-1.10
1.21
1.48
1.02
1.20
-1.04
-2.29
1.01
-1.70
1.38
-1.26
-1.43
-1.54
-2.30
-2.19
1.11
1.17
1.29

1252670lyceKlpredicted lipoproteinl+

125267 1ImsyBlhypothetical proteinl-

1252672lyceEldrug efflux system protein MdtGl-

125267 3IhtrBllipid A biosynthesis lauroyl acyltransferasel-
1252674lyceAlhypothetical proteinl+

125267 5lycellhypothetical proteinl-
1252676ISTM1158lputative inner membrane proteinl-
1252677lyceOlputative inner membrane proteinl-
1252678lsolAIN-methyltryptophan oxidasel-
1252679lbssSIbiofilm formation regulatory protein BssSI-
1252680IdinlIDNA damage-inducible protein Il-

125268 1IpyrCldihydroorotasel-

1252682lyceBlpredicted lipoproteinl-
1252683IgrxBlglutaredoxin 2I-

1252684lycelLlmultidrug resistance protein MdtHI-
1252685IrimJlribosomal-protein-S5-alanine N-acetyltransferasel+
1252686lyceHlhypothetical proteinl+
1252687ImviMlputative virulence proteinl+
1252688ImviNIputative virulence proteinl+
1252689IflgNIputative FIgK/FIgL export chaperonel-
1252690IflgMlanti-sigma28 factor FlgMI-
1252691IflgAlflagellar basal body P-ring biosynthesis protein FlgAl-
1252693IflgClIflagellar basal body rod protein FIgCl+
1252699Iflgliflagellar basal body P-ring proteinl+
1252701IflgKIflagellar hook-associated protein FlgKI+
1252702IflgLIflagellar hook-associated protein FlgLI+
1252703Irnelribonuclease El-
1252704ISTM1186lpseudol+

1252705IrluCI23S rRNA pseudouridylate synthase Cl+
1252706ISTM1 188lputative inner membrane lipoproteinl+
1252707ImaflMaf-like proteinl-
1252708lyceDlhypothetical proteinl+

1252709IrpmFI50S ribosomal protein L32[+

12527 10IplsXlIfatty acid/phospholipid synthesis proteinl+
125271 1IfabHI3-oxoacyl-(acyl carrier protein) synthase llll+
12527 12IfabDlacyl carrier protein S-malonyltransferasel+



STM1195_257_291 0.14 -1.38 1252713IfabGl3-ketoacyl-(acyl-carrier-protein) reductasel+

STM1196_202_236 0.54 -1.09 12527 14lacpPlacyl carrier proteinl+

STM1197_1075_1109 0.68 -1.08 12527 15IfabFl3-oxoacyl-(acyl carrier protein) synthase lll+
STM1198_65_99 0.01 1.44 12527 16lpabCl4-amino-4-deoxychorismate lyasel+
STM1199_760_794 0.13 1.42 1252717lyceGlhypothetical proteinl+

STM1200_161_195 0.20 -1.25 12527 18ltdklthymidylate kinasel+

STM1201_646_680 0.99 1.00 12527191holBIDNA polymerase lll subunit delta'l+
STM1202_353_387 0.02 1.46 1252720lycfHIpredicted metallodependent hydrolasel+
STM1203_1011_1045 0.02 -1.81 125272 1IptsGlglucose-specific PTS system IIBC components|+
STM1204_2008_2042 0.01 2.07 1252722IfhuElferric-rhodotorulic acid outer membrane transporter|-
STM1205_225_259 0.03 -1.31 12527 23lycfFlpurine nucleoside phosphoramidasel+
STM1206_173_207 0.40 -1.16 12527 24lycflLlputative outer membrane lipoproteinl+
STM1207_593_627 0.02 -1.41 1252725lycfMIputative outer membrane lipoproteinl+
STM1209_91_125 0.12 -1.15 1252727InagZlbeta-hexosaminidasel+

STM1210_65_99 0.13 -1.31 1252728lycfPlhypothetical proteinl+

STM1211_1170_1204 0.01 2.26 1252729Indhlrespiratory NADH dehydrogenase 21+
STM1212_65_99 0.62 1.05 1252730lycfJlhypothetical proteinl+

STM1213_63_97 0.00 2.42 125273 1lycfQlputative transcriptional repressorl-
STM1214_21_55 0.00 12.69 1252732lycfRIputative outer membrane proteinl+
STM1215_673_707 0.02 1.44 1252733lycfSlputative periplasmic proteinl-
STM1216_2640_2674 0.79 1.02 1252734Imfdltranscription-repair coupling factorl-
STM1217.S_537_571 0.03 -1.35 1252735lycfUlouter membrane-specific lipoprotein transporter subunit LolCl+
STM1218_49_83 0.00 -1.61 1252736lloIDllipoprotein transporter ATP-binding subunitl+
STM1219_758_792 0.02 -2.12 1252737lycfWlouter membrane-specific lipoprotein transporter subunit LolEl+
STM1220_449_483 0.00 -2.06 1252738lycfXIN-acetyl-D-glucosamine kinasel+

STM1221_3_37 0.24 -1.16 1252739IcobBINAD-dependent deacetylasel+

1252740IpotDIspermidine/putrescine ABC transporter periplasmic substrate-

STM1222_912_946 0.10 -2.13 . .

binding proteinl-
STM1223_145_179 0.62 1.11 125274 1IpotClspermidine/putrescine ABC transporter membrane proteinl-
STM1224_796_830 0.06 1.78 1252742IsifAlsecreted effector proteinl-
STM1225_649_683 0.37 -1.07 1252743lpotBlspermidine/putrescine ABC transporter membrane proteinl-
STM1226_650_684 0.19 1.21 1252744lpotAlputrescine/spermidine ABC transporter ATPase proteinl-
STM1227_519_553 0.01 -2.34 1252745IpepTlpeptidase Tl+
STM1228_432_466 0.88 -1.04 1252746ISTM1228lputative periplasmic proteinl+
STM1229_667_701 0.03 -1.28 1252747lycfDlputative cytoplasmic proteinl-

STM1230_1009_1043 0.19 1.43 1252748lphoQlsensor protein PhoQl-



STM1231_.65_99

STM1232_1332_1366

STM1233_313_347

STM1234.S_940_974

STM1235_290_325
STM1236_33_67
STM1237_305_339
STM1238_908_942
STM1239_502_536
STM1240_49_83
STM1241.1N_42_76
STM1241_17_51
STM1242_353_387
STM1244_201_235
STM1246_464_498
STM1247_35_69
STM1248_117_151
STM1249_165_199
STM1250_145_179
STM1251_145_179

STM1252_973_1007

STM1253_21_55
STM1254_65_99
STM1256_385_419
STM1257_737_771
STM1259_65_99
STM1260_327_361
STM1261_115_149
STM1262_3_37
STM1263_609_643
STM1264_65_99
STM1265_501_535
STM1266_641_675
STM1267_97_131
STM1269_353_387

0.01

0.01
0.55
0.02
0.90
0.48
0.07
0.02
0.91
0.07
0.84
0.16
0.01
0.04
0.01
0.56
0.00
0.71
0.07
0.03
0.04
0.14
0.16
0.48
0.24
0.25
0.03
0.26
0.09
0.02
0.03
0.99
0.32
0.03
0.07

2.37

-2.16
-1.12
-2.11
-1.02
-1.06
-1.30
-2.11
-1.02
1.96
1.02
1.46
1.79
3.16
9.88
-1.44
-3.38
-1.04
1.63
2.97
2.13
1.50
1.54
1.06
-1.07
-1.19
1.36
-1.18
-1.43
-4.52
-1.45
1.00
-1.13
-2.34
1.37

12527491phoPIDNA-binding response regulator in two-component regulatory
system with PhoQl-

1252750IpurBladenylosuccinate lyasel-
1252751lycfClhypothetical proteinl-

12527521trmUItRNA (5-methylaminomethyl-2-thiouridylate)-
1252753lymfBlputative MutT-like proteinl-
1252754ISTM1236lputative periplasmic proteinl-
1252755lymfClputative ribosomal large subunit pseudouridine synthasel-
1252756licdAlisocitrate dehydrogenasel+
12527571STM1239Iputative cytoplasmic proteinl+
1252758lenvFIputative envelope lipoproteinl-
2673773ISTM1241.1NI-I+

1252759ImsgAlmacrophage survival proteinl-
1252760lenvElputative envelope proteinl-
1252762lpagDlvirulence protein PAGD precursorl-
1252764lpagClvirulence membrane protein PAGC precursorl+
1252765ISTM12471tRNAI+

1252766ISTM1248lpseudol+

12527671STM1249Iputative periplasmic proteinl-
1252768ISTM1250Iputative cytoplasmic proteinl+
1252769ISTM1251Iputative molecular chaperonel+
1252770ISTM1252Iputative cytoplasmic proteinl+
12527711STM1253]Iputative inner membrane proteinl-
12527721STM1254Iputative outer membrane lipoproteinl-
12527741STM1256lIputative ABC transporter proteinl+
1252775ISTM1257Iputative ABC transporter proteinl+
12527771STM1259Iputative ABC-type transport system ATPase component|+
1252778ISTM1260lputative inner membrane proteinl-
1252779ISTM1261Iputative cytoplasmic proteinl+
1252780ISTM1262I1tRNAI+

12527811STM1263lhypothetical proteinl+
1252782laadAlaminoglycoside adenyltransferasel+
1252783ISTM1265Iputative response regulatorl+
1252784ISTM1266Iputative transcriptional regulator|+
1252785ISTM1267Iputative cytoplasmic proteinl-
12527871STM1269Ichorismate mutasel+



STM1270_353_389 0.01 -1.18 1252788lyeaSlleucine export protein LeuEl+

STM1271_65_99 0.01 1.25 1252789lyeaRIputative cytoplasmic proteinl+
STM1272_21_55 0.03 1.27 1252790lyoaGlputative cytoplasmic proteinl+
STM1273_449_483 0.11 1.90 1252791ISTM1273Iputative nitric oxide reductasel+
STM1274_113_147 0.99 -1.00 1252792lyeaQlhypothetical proteinl+
STM1275_193_227 0.01 2.27 1252793lyaoFlputative hemolysinl+
STM1276_129_163 0.02 1.28 1252794ISTM1276lputative periplasmic proteinl+
STM1277_273_307 0.03 1.54 1252795lyeaOlputative cytoplasmic proteinl-
STM1278_346_380 0.15 -1.34 1252796lyeaNIputative amino acid/amine transport proteinl-
STM1279_689_723 0.00 1.81 1252797lyeaMIputative regulatory proteinl+
STM1280_145_179 0.28 -1.10 1252798lyeallputative inner membrane proteinl-
STM1281_5_39 0.02 1.78 1252799ISTM1281Iputative inner membrane proteinl+
STM1282_73_107 0.01 2.88 1252800lyeaKlputative cytoplasmic proteinl-
STM1283_1295_1329 0.09 1.32 1252801lyeallputative methyl-accepting chemotaxis proteinl-
STM1285_1416_1450 0.60 -1.06 1252803lyeaGlputative serine protein kinasel-
STM1286_673_707 0.01 -2.54 1252804ImipAlIMItA-interacting protein Al+
STM1287_358_392 0.13 1.26 1252805ISTM1287larylsulfatase regulatorl+
STM1288_609_643 0.48 -1.12 1252806ISTM1288lputative aldehyde reductasel+
STM1289_609_643 0.96 -1.00 1252807lyeaDlaldose 1-epimerasel-
STM1290_801_835 0.01 -1.82 1252808lgapAlglyceraldehyde-3-phosphate dehydrogenasel-
STM1291_289_323 0.00 -3.16 1252809lyeaAlmethionine sulfoxide reductase Bl+
STM1292_161_195 0.01 -3.25 1252810lyeaClputative cytoplasmic proteinl+
STM1293_513_547 0.17 1.32 125281 1lpncAlnicotinamidase/pyrazinamidasel-
STM1294_34_68 0.10 -1.28 125281 2lansAlcytoplasmic asparaginase II-
STM1295_1634_1668 0.13 -1.28 125281 3IsppAlprotease 4l-
STM1296_365_399 0.42 1.17 1252814lydjAlputative oxidoreductasel+
STM1297_661_695 0.07 1.45 1252815IselDIselenophosphate synthetasel+
STM1298_1783_1817 0.29 1.20 1252816ItopBIDNA topoisomerase llll+
STM1299_665_699 0.02 -2.22 1252817IgdhAlglutamate dehydrogenasel-
STM1300_145_179 0.03 2.13 1252818ISTM1300Iputative periplasmic proteinl+
STM1301_273.307 0.15 .135 1252819ISTM1301Ipyrimidine (deoxy)nucleoside triphosphate
pyrophosphohydrolasel-
STM1302_641_675 0.22 1.23 1252820IxthAlexonuclease -

STM1303_484_518 0.20 114 125282.1 largDlbifunctional succinylornithine transaminase/acetylornithine
transaminasel+

STM1304_932_966 0.00 -1.47 1252822lastAlarginine succinyltransferasel+



STM1305_.1184_1218

STM1308_241_275
STM1309_869_903
STM1310_537_571
STM1311_177_211

STM1312_241_275

STM1314_137_171

STM1315_.105_139
STM1316_637_671
STM1317_321_355

STM1318_1662_1696

STM1319_20_56

STM1320_537_571
STM1321_105_139
STM1322_145_179
STM1323_407_441
STM1324_769_803
STM1325_225_259
STM1326_433_467
STM1327_721_755
STM1328_905_939
STM1332_931_965

STM1333_1522_1556
STM1334.c_417_451

STM1335_.109_144
STM1336_129_163
STM1337_585_619

STM1338_1933_1967

STM1339_205_239
STM1340_577_611
STM1341_397_431
STM1342_609_643
STM1343_97_131

STM1344_529_563

0.03
0.15
0.01
0.06
0.02

0.06

0.00

0.00
0.75
0.30
0.05
0.02
0.13
0.02
0.15
0.01
0.01
0.30
0.13
0.75
0.00
0.03
0.29
0.74
0.02
0.01
0.05
0.00
0.01
0.60
0.00
0.03
0.17
0.06

-1.29
1.27
1.81
1.55
2.03

1.49

-1.46

-1.49
-1.12
-1.09
1.93
1.25
-1.53
1.53
1.10
-1.83
-1.83
1.14
1.30
1.15
2.95
-1.50
-1.21
-1.08
-2.23
-2.18
1.69
-1.48
1.70
-1.13
-1.67
1.28
-1.19
1.44

1252823lastDlIsuccinylglutamic semialdehyde dehydrogenasel+
1252826Ispylperiplasmic proteinl+
12528271STM1309lendonuclease of nucleotide excision repairl-
1252828InadEINAD synthetasel-

1252829losmEIDNA-binding transcriptional activator|+
1252830IcelAIN N'-diacetylchitobiose-specific PTS system transporter subunit
lIBl+

1252832IcelCIN N'-diacetylchitobiose-specific PTS system transporter subunit
Al+

1252833IcelDIDNA-binding transcriptional dual regulatorl+
1252834IcelFIphospho-beta-glucosidase/cellobiose-6-phosphate hydrolasel+
1252835IcelGlhypothetical proteinl+
1252836lkatElhydroperoxidase llI-

1252837IcedAlcell division modulatorl+
1252838lydjNlkinase/transporter-like proteinl-
1252839lydjMIhypothetical proteinl-

1252840lyniClpredicted hydrolasel-

125284 1lyniBlputative regulatory proteinl+
1252842ISTM1324|putative cytoplasmic proteinl-
1252843lydiZlputative cytoplasmic proteinl-
1252844IpfkBl6-phosphofructokinase 21-
1252845lydiYlputative outer membrane proteinl+
1252846ISTM1328lputative outer membrane proteinl-
1252850IrfclO-antigen polymerasel-
12528511thrSIthreonyl-tRNA synthetasel+
1252852linfCltranslation initiation factor IF-31+
1252853Irpmll50S ribosomal protein L35I+

1252854IrpITI50S ribosomal protein L2001+
1252855IpheSIphenylalanyl-tRNA synthetase subunit alphal+
1252856IpheTIphenylalanyl-tRNA synthetase subunit betal+
1252857lihfAlintegration host factor subunit alphal+
1252858IbtuClvtamin B12-transporter permeasel+
1252859IbtuElpredicted glutathione peroxidasel+
1252860IbtuDlvitamin B12-transporter ATPasel+

1252861 InlpCllipoprotein|+

1252862lydiVIhypothetical proteinl+



STM1345_828_862 0.07 1.25 1252863lydiUlhypothetical proteinl+

STM1346_129_163 0.65 -1.15 1252864lydiElhypothetical proteinl-

STM1347_336_370 0.06 -1.41 1252865laroHIphospho-2-dehydro-3-deoxyheptonate aldolasel-
STM1348_513_547 0.24 -1.09 1252866lydiAlhypothetical proteinl-

STM1349_1444_1478 0.01 -1.51 1252867Ippslphosphoenolpyruvate synthasel+
STM1350_1442_1476 0.06 1.20 1252868lydiDIshort chain acyl-CoA synthetasel-
STM1351_137_171 0.08 1.58 1252869lydiTlputative ferredoxinl-

STM1352_816_850 0.81 -1.02 1252870lydiSIflavoproteinl-

STM1355_257_291 0.20 1.50 125287 3lydiPlputative transcriptional regulatorl+
STM1356_345_379 0.04 1.62 1252874lydiOlputative acyl-CoA dehydrogenasel-
STM1357.S_725_759 0.58 -1.13 125287 5lydiFlputative acetyl-CoA/acetoacetyl-CoA transferase beta subunitl-
STM1358_449_483 0.46 1.13 1252876laroDI3-dehydroquinate dehydratasel-
STM1362_325_359 0.00 -3.10 1252880lydiLlputative cytoplasmic proteinl-
STM1363_49_83 0.07 2.01 125288 1IrprAlmisc_RNAI-

STM1364_712_746 0.04 1.18 1252882lydiKlpredicted inner membrane proteinl-
STM1365_2362_2396 0.20 -1.29 1252883lydiJlputative oxidasel+

STM1366_185_219 0.16 1.21 1252884ISTM1366lhypothetical proteinl+
STM1367_11_49 0.21 -1.36 1252885lydiHIputative cytoplasmic proteinl+
STM1369_137_171 0.01 1.83 1252887IsufAliron-sulfur cluster assembly scaffold proteinl+
STM1370_1001_1035 0.01 2.17 1252888IsufBlcysteine desulfurase activator complex subunit SufBl+
STM1371_513_547 0.04 1.32 1252889IsufClcysteine desulfurase ATPase component!+
STM1373_478_512 0.00 1.47 125289 1IsufSIselenocysteine lyasel+

STM1375_195_229 0.32 -1.09 1252893lynhGlhypothetical proteinl+

STM1377_103_137 0.12 1.40 1252895llpplmurein lipoproteinl-

STM1378_622_656 0.09 -1.32 1252896IpykFlpyruvate kinasel-

STM1379_377_411 0.00 -3.03 1252897lorf48lputative amino acid permeasel-
STM1380_545_579 0.01 -2.60 1252898lorf32lputative proline iminopeptidasel-
STM1381_325_359 0.00 -2.85 1252899lorf245Iputative cytoplasmic proteinl-
STM1382_676_710 0.53 -1.08 1252900lorf408lputative regulatory proteinl-
STM1383_2440_2474 0.05 2.68 1252901IttrAltetrathionate reductase complex subunit Al-
STM1384_432_466 0.92 1.01 1252902IttrCltetrathionate reductase complex subunit Cl-
STM1387_161_195 0.01 -1.61 1252905IttrRIresponse regulatorl+

STM1388_177_211 0.09 -1.47 1252906lorf70lhypothetical proteinl+

STM1389_449_483 0.05 -1.52 1252907lorf319lputative inner membrane proteinl-
STM1390_129_163 0.02 1.81 1252908lorf242Iputative regulatory proteinl-

STM1391_129_163 0.04 1.58 1252909IssrBltranscriptional activatorl-



STM1394_559_593
STM1395_757_791
STM1396_153_187
STM1397_89_123

STM1398_409_443
STM1399_385_419

STM1400_1172_1206

STM1401_281_315
STM1402_9_43
STM1403_274_308
STM1404_593_627
STM1405_577_611
STM1406_93_127
STM1407_2_36
STM1408_161_195
STM1409_49_83
STM1410_109_143
STM1411_513_547
STM1412_658_692

STM1414_1087_1121

STM1416_257_291
STM1417_166_200
STM1418_529_563
STM1419_273_307
STM1420_189_223
STM1421_305_339
STM1423_39_73

STM1424_38_72

STM1425_823_857
STM1426_529_563

STM1427_1030_1064

STM1428_335_369
STM1429_769_803
STM1430_699_733
STM1431_61_95

STM1432_713_747

0.29
0.30
0.18
0.03
0.90
0.31
0.04
0.34
0.34
0.05
0.01
0.15
0.53
0.01
0.08
0.16
0.01
0.05
0.05
0.98
0.05
0.10
0.18
0.37
0.33
0.01
0.86
0.58
0.02
0.68
0.04
0.15
0.01
0.06
0.25
0.20

1.13
1.22
1.55
2.46

13
.58
42
.46
.39
.40
.38
3.69
2.44

_ e )

2.02
2.00

41
.62
.58
22
.38
.24
-1.42
-2.46
1.08
-1.68
2.15
1.21
-1.21
1.31
-1.19

_ ) ) )

125291 2IssaClouter membrane secretin precursorl+
125291 3lIssaDlvirulence proteinl+

1252914lssaElsecretion system effectorl+
1252915IsseAlsecretion system chaperone proteinl+
1252916IsseBltranslocation machinery component|+
1252917IsscAlsecretion system chaparonel+

125291 8lsseCltranslocation machinery component!+
1252919IsseDltranslocation machinery component|+
1252920IsseElsecreted effector proteinl+

125292 1IsscBlsecretion system chaparonel+
1252922IsseFlsecreted effector proteinl+
1252923IsseGlsecreted effector proteinl+
1252924IssaGltype Ill secretion system apparatus proteinl+
1252925IssaHItype lll secretion system apparatus proteinl+
1252926Issalltype lll secretion system apparatus proteinl+
1252927Issallneedle complex inner membrane lipoproteinl+
1252928ISTM1410lputative cytoplasmic proteinl+
1252929IssaKltype Ill secretion system apparatus proteinl+
1252930IssaLltype lll secretion system apparatus proteinl+
1252932IssaVlIsecretion system apparatus protein SsaV|+
1252934lssa0ltype Il secretion system apparatus proteinl+
1252935IssaPltype lll secretion system apparatus proteinl+
1252936IssaQltype lll secretion system proteinl+
1252937IssaRltype lll secretion system proteinl+
1252938IssaSltype lll secretion system apparatus proteinl+
1252939IssaTltype lll secretion system apparatus proteinl+
125294 1IvalWItRNAI-

1252942IvalVItRNAI-

1252943lydhEImultidrug efflux proteinl-
1252944lribElriboflavin synthase subunit alphal+
1252945Icfalcyclopropane fatty acyl phospholipid synthasel-
1252946lydhClinner membrane transport protein YdhCl-
1252947lydhBlputative DNA-binding transcriptional regulator|+
1252948lpurRIDNA-binding transcriptional repressor PurRI-
1252949IsodBlsuperoxide dismutasel-
1252950lydhOlputative cell wall-associated hydrolasel-



STM1433_165_199
STM1434_225_259
STM1435_321_355
STM1436_995_1029
STM1437_561_595
STM1438_29_63
STM1439_593_627
STM1440_105_139
STM1441_1421_1455
STM1442_97_131
STM1443_121_155
STM1444_129_163
STM1445_389_423
STM1446_1083_1117
STM1447_113_147
STM1448_177_211
STM1449_1204_1238
STM1450_129_163
STM1451_465_499
STM1452_667_701
STM1453_537_571
STM1454_257_291
STM1455_49_83
STM1456_524_558
STM1457_1225_1259
STM1458_417_451
STM1459_321_355
STM1460_81_115
STM1461.S_161_195
STM1462.5_714_748
STM1463_267_301
STM1464_37_71
STM1465_145_179
STM1466_1230_1264
STM1467_1073_1107
STM1468_1080_1114

0.55
0.44
0.06
0.24
0.13
0.05
0.01
0.00
0.79
0.03
0.49
0.03
0.05
0.31
0.53
0.05
0.02
0.13
0.02
0.02
0.05
0.02
0.01
0.00
0.13
0.01
0.04
0.07
0.01
0.05
0.47
0.00
0.01
0.02
0.16
0.00

1.16
-1.10
1.47
-1.17
-1.12
1.79
-2.18
-2.06
-1.22
-1.61
-1.12
1.49
1.47
-1.16
1.08
-1.35
-1.21
-1.37
-2.57
-1.75
1.51
1.47
-2.47
-2.31
-1.34
-1.87
-1.41
-1.33
1.39
1.41
1.18
-1.21
-1.28
1.21
-1.19
-8.24

1252951lydhDlhypothetical proteinl+
1252952IrntIribonuclease TI-

1252953IgloAlglyoxalase II-
1252954InemAIN-ethylmaleimide reductase FMN-linkedl-
1252955lydhMlputative transcriptional repressorl-
1252956lydhLIputative oxidoreductasel+
1252957lydnhFlputative aldo/keto reductasel+
1252958lsodClsuperoxide dismutasel+
1252959ISTM1441Iputative inner membrane proteinl-
1252960lydhJIputative multidrug resistance efflux pumpl-
1252961lydhllputative inner membrane proteinl-
1252962IslyAltranscriptional regulator SlyAl+
1252963IslyBlputative outer membrane lipoproteinl-
1252964lanmKlanhydro-N-acetylmuramic acid kinasel+
1252965lydhAlhypothetical proteinl+
1252966IpdxHIpyridoxamine 5'-phosphate oxidasel+
12529671tyrSltyrosyl-tRNA synthetasel+
1252968lpdxYlpyridoxamine kinasel+
1252969IgstlIglutathionine S-transferasel-
1252970ItppBlputative tripeptide transporter permeasel-
125297 1Inthlendonuclease lllI-
1252972lydgQISoxR-reducing system protein RsxEl-
1252973lydgPlelectron transport complex protein RnfGl-
1252974IrnfDlelectron transport complex protein RnfDI-
1252975ISTM1457lelectron transport complex protein RnfCl-
1252976lydgMlelectron transport complex protein RnfBI-
12529771STM1459INa(+)-translocating NADH-quinone reductase subunit El-
1252978lydgKlputative inner membrane proteinl-
1252979lydgTloriC-binding nucleoid-associated proteinl-
1252980lydgJlputative oxidoreductasel+

125298 1laddladenosine deaminasel-
1252982ImalYlpseudol-

1252983ImalXlpseudol-

1252984lydgAlputative periplasmic proteinl-
1252985ImanAlmannose-6-phosphate isomerasel-
1252986IfumAlfumarase Al+



STM1469_469_503
STM1471_1007_1041
STM1473_647_681
STM1474_188_222

STM1475_131_167

STM1476_171_205
STM1477_1280_1314
STM1478_865_899
STM1479_739_773
STM1480_1126_1160
STM1481_292_326
STM1483_285_319
STM1484_432_466
STM1486_1155_1189
STM1487_417_451
STM1488_830_864
STM1489_65_99
STM1490_575_609
STM1491_966_1000
STM1492_289_323
STM1494_97_131
STM1495_65_99
STM1496_577_611
STM1497_92_126
STM1498_1597_1631
STM1499_2211_2245
STM1500_100_134
STM1501_33_67
STM1502_409_443
STM1503_97_131
STM1504_273_308
STM1505_1144_1178
STM1506_789_823
STM1509_145_179
STM1510_65_99

0.00
0.01
0.05
0.27

0.56

0.05
0.06
0.22
0.52
0.09
0.40
0.25
0.01
0.03
0.02
0.30
0.02
0.95
0.09
0.31
0.40
0.37
0.18
0.47
0.03
0.27
0.03
0.06
0.80
0.02
0.07
0.05
0.23
0.06
0.29

-3.45
-1.92
1.28
1.14

1.07

-1.72
1.37
-1.29
1.11
-1.26
1.09
1.13
1.45
1.92
-1.23
1.10
-1.96
-1.02
-1.19
1.07
1.11
1.05
1.15
1.56
2.10
1.52
1.46
1.22
1.04
1.35
-1.12
2.67
-1.13
-1.62
1.19

1252987IfumClfumarate hydratasel+

1252989IrstBlsensor protein RstBI-

125299 1lompNlouter membrane protein N precursorl-
1252992ISTM1474lpseudol+

1252993IrstAIDNA-binding response regulator in two-component regulatory
system with RstBI-

1252994lydgClputative inner membrane proteinl+
1252995lydgllputative amino acid transporterl-
1252996lydgHIputative periplasmic proteinl-

12529971pntAINAD(P) transhydrogenase subunit alphal+
1252998IpntBlpyridine nucleotide transhydrogenasel+
1252999ItgsAlputative transport proteinl-

1253001lydgEImultidrug efflux system protein Mdtll+
1253002ISTM1484Iputative proteasel-

1253004lynfMlputative transport proteinl-

1253005lynfLlputative transcriptional regulatorl+

1253006Imiclpts operon transcriptional repressorl+
1253007IbioDlputative dithiobiotin synthetasel+
1253008ISTM1490Iputative voltage-gated CIC-type chloride channel ClcBI-
1253009ISTM1491Iproline/glycine betaine transport systems|-
1253010ISTM1492Iputative ABC transporter permease component|-
1253012ISTM1494|putative transport system permease component!-
125301 3lynflitwin-argninine leader-binding protein DmsDI-
1253014ISTM1496Iputative dimethylsulfoxide reductasel-
1253015ISTM1497Iputative dimethyl sulphoxide reductasel-
1253016ISTM1498Iputative dimethyl sulphoxide reductasel-
1253017ISTM1499Iputative dimethyl sulphoxide reductase chain A1l-
1253018lynfDlputative outer membrane proteinl-
1253019lynfClhypothetical proteinl+

1253020IspeGlspermidine N1-acetyltransferasel-

125302 1lynfBlputative periplasmic proteinl-
1253022lynfAlhypothetical proteinl+

1253023IrspAlputative dehydratasel+

1253024IrspBlputative dehydrogenasel+

1253027lydfZlputative cytoplasmic proteinl-

1253028lydfHIputative regulatory proteinl-



STM1511_65_99
STM1512_1828_1862
STM1513_145_179
STM1514_4_41
STM1515_193_227
STM1516_797_831
STM1517_401_435
STM1519.5_225_259
STM1520_257_291
STM1521_337_371
STM1522_1056_1090
STM1523_817_851
STM1524_726_760
STM1525_81_115
STM1527_601_635
STM1528_401_435
STM1531_289_323
STM1532_545_579
STM1533_575_609
STM1534_369_403
STM1535_65_99
STM1536_321_355
STM1537_33_67
STM1539_515_549
STM1540_221_255
STM1541_385_419
STM1542_899_933
STM1543_1192_1226
STM1544_1486_1520
STM1545_979_1013

STM1548.s_809_843

STM1549_52_86
STM1550_105_139
STM1551_177_211
STM1551.1n_273_307

0.33
0.04
0.09
0.05
0.01
0.43
0.69
0.01
0.01
0.01
0.04
0.15
0.03
0.29
0.01
0.02
0.07
0.08
0.12
0.62
0.01
0.00
0.06
0.00
0.00
0.02
0.83
0.17
0.01
0.23

0.01

0.03
0.06
0.05
0.72

-1.11
-1.24
1.24
2.69
1.30
1.19
1.12
-2.10
.92
.63
.49
27
.46
a1
.56
2.44
1.69
1.14
-1.27
-1.03
1.14
-1.52
2.35
2.14
5.67
1.48
-1.03
1.28
3.53
-1.12

3.06

-1.32
1.25
1.50

-1.03

_ e ) )

1253029lydfGIL-allo-threonine dehydrogenase NAD(P)-bindingl-
1253030Idcpldipeptidyl carboxypeptidase I+

1253031ISTM151 3lputative cytoplasmic proteinl+
1253032lydeJlcompetence damage-inducible protein Al-
1253033lydellhypothetical proteinl+

1253034lydeElputative MFS-type transporter YdeEl-
1253035lydeDIO-acetylserine/cysteine export proteinl+
1253037ImarAIDNA-binding transcriptional activator MarAl-
1253038ImarRIDNA-binding transcriptional repressor MarR|-
1253039ImarClmultiple drug resistance protein MarCl+
1253040lydeAlsugar efflux transporterl-

125304 1lynellputative transcriptional regulatorl-
1253042lynellputative succinate-semialdehyde dehydrogenasel+
1253043lyneHIglutaminasel+

1253045ISTM1527Iputative inner membrane proteinl+
1253046ISTM1528Iputative outer membrane proteinl-
1253049ISTM1531Iputative hydrogenasel-
1253050ISTM1532Iputative dehydrogenase proteinl-
1253051ISTM1533Iputative hydrogenasel-
1253052ISTM1534|putative hydrogenasel-
1253053ISTM1535Iputative hydrogenase proteinl-
1253054ISTM1536Iputative hydrogenase maturation proteasel-
1253055ISTM1537Iputative Ni/Fe hydrogenase 1 b-type cytochrome subunitl-
1253057ISTM1539Iputative hydrogenase-1 small subunitl-
1253058ISTM1540lputative hydrolasel+
1253059ISTM1541Iputative regulatory proteinl+
1253060ISTM1542Iputative zinc-binding dehydrogenasel-
1253061ISTM1543Iputative transport proteinl-
1253062IpgaAlPhoPQ-regulated proteinl-
1253063ISTM1545Iputative multidrug efflux proteinl-
1253066ISTM1548.slputative S-adenosylmethionine/tRNA-ribosyltransferase-
isomerasel+

1253067ISTM1549Iputative translation initiation inhibitorl-
1253068ISTM1550Iputative cytoplasmic proteinl-
1253069ISTM1551Iputative cytoplasmic proteinl-
2673754ISTM1551.1nlhypothetical proteinl+



STM1552_729_763 0.52 1.07 1253070ISTM1552Iputative cytoplasmic proteinl+

STM1553_561_595 0.04 1.34 12530711STM1553Ipseudol-

STM1554_788_822 0.62 1.11 1253072ISTM1554|putative coiled-coil proteinl-
STM1557_620_654 0.33 -1.30 1253075ISTM1557Iputative aminotransferasel+
STM1558_1845_1879 0.02 -1.44 1253076ISTM1558Iputative glycosyl hydrolasel-
STM1559_1690_1724 0.02 -1.56 12530771STM1559Iputative glycosyl hydrolasel-
STM1560_850_884 0.10 1.11 1253078ISTM1560Iputative alpha amylasel-
STM1561_249_283 0.05 1.77 1253079ISTM1561Iputative lipoproteinl-
STM1562_45_79 0.03 3.31 1253080lhdeBlacid-resistance proteinl-
STM1563_225_259 0.03 1.67 1253081losmClputative envelope proteinl-
STM1564_121_155 0.01 1.74 1253082lyddXlbiofilm-dependent modulation proteinl+
STM1565_5_39 0.73 1.05 1253083IrpsVI30S ribosomal subunit S22|+
STM1566_1499_1533 0.08 -1.51 1253084IsfcAINAD-linked malate dehydrogenasel+
STM1567_332_366 0.10 1.43 1253085ladhPlalcohol dehydrogenasel+
STM1568_113_147 0.07 1.63 1253086Ifdnllformate dehydrogenase-N subunit gammal-
STM1569_705_739 0.31 1.11 1253087IfdnHIformate dehydrogenase-N beta subunitl-
STM1571_225_259 0.08 1.41 1253089lyddGlhypothetical proteinl+
STM1572_730_764 0.01 -2.26 1253090InmpClputative outer membrane porin precursorl+
STM1573.Sc_289_323 0.02 -1.54 1253091ISTM1573.Sclputative cytoplasmic proteinl+
STM1574_649_683 0.04 1.28 1253092IsmvAlmethyl viologen resistancel-
STM1575_377_411 0.02 1.79 1253093ISTM1575Iputative transcriptional regulator|+
STM1576_982_1016 0.07 -1.42 1253094InarUlnitrate extrusion proteinl+
STM1577_3606_3640 0.11 1.50 1253095InarZlnitrate reductase 2 alpha subunitl+
STM1578_1282_1316 0.01 -2.67 1253096InarYInitrate reductase 2 beta subunitl+
STM1579_65_99 0.01 -2.03 1253097InarWInitrate reductase 2 delta subunitl+
STM1580_129_163 0.00 -3.40 1253098InarVinitrate reductase 2 gamma subunitl+
STM1581_321_355 0.61 1.06 1253099lyddElhypothetical proteinl+
STM1582_681_715 0.54 1.07 1253100InhoAlputative arylamine N-acetyltransferasel-
STM1583_129_163 0.00 2.60 1253101ISTM1583Iputative cytoplasmic proteinl-
STM1584_1311_1345 0.08 1.17 1253102lansPIL-asparagine transport proteinl+
STM1585_65_99 0.02 1.99 1253103ISTM1585Iputative outer membrane lipoproteinl-
STM1586_575_609 0.05 -1.52 1253104ISTM1586Iputative periplasmic proteinl-
STM1587_1506_1540 0.01 1.28 1253105lyncDlputative outer membrane receptorl+
STM1588_449_483 0.60 -1.09 1253106lyncClputative DNA-binding transcriptional regulatorl-
STM1589_296_330 0.02 -1.14 1253107lyncBlputative NADP-dependent oxidoreductasel-

STM1590_385_419 0.80 1.04 1253108lyncAlputative acyltransferasel+



STM1591_86_121
STM1592_149_183
STM1593_321_355
STM1594_2047_2081
STM1595_1418_1452
STM1596_67_102
STM1597_874_908
STM1598_530_564
STM1599_289_323
STM1601_70_107
STM1602_461_495
STM1603_115_149
STM1604_1798_1832
STM1605_242_276
STM1606_452_486
STM1607_617_651
STM1608_129_163
STM1609_55_89
STM1611_337_371
STM1613_17_51
STM1614_667_701
STM1615_385_419
STM1617_577_611
STM1618_129_163
STM1619_401_435
STM1620_1036_1070
STM1621_137_171
STM1622_1617_1651
STM1623_1294_1328
STM1624_665_699
STM1625_833_867
STM1626_1427_1461
STM1627_248_282
STM1628_85_119
STM1630_145_179
STM1631_1124_1158

0.04
0.07
0.03
0.11
0.22
0.25
0.00
0.02
0.03
0.05
0.05
0.02
0.07
0.01
0.11
0.30
0.19
0.15
0.04
0.02
0.01
0.05
0.01
0.01
0.44
0.60
0.52
0.02
0.04
0.00
0.00
0.00
0.03
0.39
0.01
0.01

-1.14
1.33
-1.18
-1.23
-1.14
-1.11
-2.11
1.33
2.49
1.68
1.65
-1.85
1.63
1.68
-1.27
-1.11
-1.24
-1.13
1.64
-2.43
-1.97
-1.41
-1.83
-1.47
-1.13
-1.04
-1.08
-1.63
-2.02
-5.65
-11.25
-2.50
1.34
1.13
3.85
3.76

1253109lydcZlputative inner membrane proteinl+
1253110lydcYlputative cytoplasmic proteinl-

125311 1IsrfAlputative virulence proteinl+

125311 2IsrfBlputative virulence proteinl+

12531 13IsrfClputative virulence proteinl+

12531 14lydcXlputative inner membrane proteinl-
1253115lydcWlputative aldehyde dehydrogenasel-
1253116lydcRlputative regulatory proteinl-
1253117IpdgLlperiplasmic dipeptidase precursorl-

12531 19lugtLlhypothetical proteinl-

1253120IsifBlsecreted effector proteinl+

1253121lyncllputative periplasmic proteinl+
1253122lydcPlputative collagenasel-

1253123lydcNIputative repressorl-

1253124ISTM1606Iputative benzoate membrane transport proteinl+
1253125ISTM1607Iputative outer membrane lipoproteinl-
1253126ItehBltellurite resistance protein TehBI-
1253127ItehAlpotassium-tellurite ethidium and proflavin transporterl-
1253129IrimLIribosomal-protein-L7/L12-serine acetyltransferasel-
1253131ISTM161 3lputative PTS system enzymellB component|+
1253132ISTM1614lputative PTS system enzyme IIC component|+
1253133ISTM161 5Iputative nucleoside triphosphatasel+
1253135ISTM161 7lIribulose-phosphate 3-epimerasel+
1253136ISTM161 8lputative transcriptional repressor of sgc operonl+
1253137ISTM1619Icryptic aminoglycoside resistance genel+
1253138ISTM1620Iputative oxidasel-
1253139ISTM1621Iputative periplasmic proteinl-
1253140ImdoDlglucan biosynthesis protein DI-
1253141ISTM1623Iputative carboxylesterasel-
1253142ISTM1624Iputative cytoplasmic proteinl-
1253143lydcllputative transcriptional regulator|+
1253144ltrglmethyl-accepting chemotaxis protein IllI-
1253145ISTM1627lalcohol dehydrogenase class lllI-
1253146ISTM1628lIputative cytoplasmic proteinl-
1253148ISTM1630lputative inner membrane proteinl-
1253149Issellsecreted effector proteinl+



STM1632_209_243
STM1633_417_451
STM1634_273_307

STM1635_513_547

STM1636_281_315

STM1637_1192_1226
STM1638_321_355
STM1639_301_335
STM1640_545_579
STM1641_3295_3329
STM1642_31_65
STM1643_33_67
STM1644_185_219
STM1645_81_115
STM1646_1958_1992
STM1647_497_531
STM1648_9_43
STM1649_65_99
STM1651_2910_2944
STM1652_337_371
STM1653_273_307
STM1654_897_931
STM1656_289_323
STM1657_1068_1102
STM1658_513_547
STM1659_129_163
STM1660.S_577_611
STM1661_897_931
STM1662_137_171
STM1663_49_83
STM1664_513_547
STM1665_513_547
STM1666_161_195
STM1667_105_139

0.01
0.01
0.51

0.66

0.09

0.20
0.18
0.01

0.99
0.05
0.02
0.07
0.04
0.00
0.05
0.04
0.54
0.06
0.04
0.00
0.05
0.02
0.05
0.16
0.03
0.03
0.11

0.01

0.39
0.83
0.36
0.03
0.01

0.04

1.94
1.82
1.08

1.04

-1.32

-1.30
-1.28
-2.18

.14
.23
.35
.23
43
72
47
.07
-1.38
1.54
-3.45
1.22
-1.44
-1.14
-1.20
1.69
1.65
-1.20
1.64
-1.11
-1.05
-1.08
2.09
-1.37
1.89

1253150ISTM1632lputative inner membrane proteinl-
1253151ISTM1633Iputative periplasmic binding proteinl+
1253152ISTM1634Iputative ABC transporter permease component!+
1253153ISTM1635Iputative ABC-type polar amino acid transport system
ATPase component|+

1253154ISTM1636Iputative ABC-type transport system membrane
component|+

1253155ISTM1637Iputative inner membrane proteinl+
1253156ISTM1638lputative SAM-dependent methyltransferasel+
1253157IcybBlcytochrome b561I-

1253158lydcFlputative inner membrane proteinl-
12531591lhrpAIATP-dependent RNA helicase HrpAl-
1253160lacpDlazoreductasel+

1253161ISTM1643lputative inner membrane proteinl-
1253162lydbLlIputative periplasmic proteinl-
1253163lynbElputative outer membrane lipoproteinl-
1253164lydbHIhypothetical proteinl-

1253165IlldhAlD-lactate dehydrogenasel+
1253166lhslJlheat-inducible proteinl+

1253167ISTM1649Iputative cytoplasmic proteinl-
1253169InifJlputative pyruvate-flavodoxin oxidoreductasel+
1253170lynaFlputative universal stress proteinl+
1253171ISTM1653Iputative membrane transporter of cationsl-
1253172lydaOIC32 tRNA thiolasel+

1253174lzntBlzinc transporterl-

1253175ISTM1657Iputative methyl-accepting chemotaxis proteinl-
1253176lydalLlhypothetical proteinl-
1253177logtlO-6-alkylguanine-DNA:cysteine-protein methyltransferasel+
1253178Ifnrlfumarate/nitrate reduction transcriptional regulatorl+
1253179lydaAluniversal stress protein UspEl+
1253180lynallputative inner membrane proteinl-
1253181lynallputative integral membrane proteinl+
1253182ISTM1664Iputative transcriptional regulatorl-
1253183ISTM1665Iputative cytoplasmic proteinl+
1253184ISTM1666lpseudol+

1253185ISTM1667Iputative thiol peroxidasel-



STM1668_145_179
STM1670_273_307
STM1671_291_325
STM1672_564_598
STM1673_65_99

STM1675_213_247
STM1676_417_451
STM1677_481_515
STM1678_369_403
STM1679_671_705
STM1680_193_227
STM1681_65_99

STM1682_21_55

STM1683_1119_1153

STM1685_469_503
STM1686_33_67
STM1687_37_71
STM1688_81_115
STM1689_125_159
STM1690_15_49
STM1691_897_931
STM1692_907_941
STM1693_801_835
STM1694_769_803
STM1695_385_419
STM1696_417_451
STM1697_513_547
STM1699_89_123
STM1700_585_619
STM1701_465_499

STM1702_1016_1050

STM1704_33_67

STM1705_133_167
STM1706_121_155
STM1707_641_675

STM1708_1131_1165

0.82
0.09
0.02
0.03
0.16
0.12
0.03
0.11
0.07
0.15
0.78
0.04
0.62
0.11
0.02
0.00
0.57
0.45
0.06
0.13
0.08
0.03
0.02
0.20
0.64
0.03
0.04
0.01
0.12
0.23
0.10
0.16
0.11
0.03
0.91
0.03

-1.03
1.53
2.38
1.70

-1.14
1.27
1.37
1.43
2.18
1.23

-1.05

-1.24
1.04
1.30

-2.04

-3.00
1.06

-1.16
1.38
1.34
1.34
1.33

-1.73

-1.11

-1.08

-1.40

-1.41
2.27
1.52

-2.33

-1.49

-1.22
1.83
1.97

-1.02
1.99

1253186ISTM1668lhypothetical proteinl-
1253188ISTM1670lputative lipoproteinl-

1253189ISTM167 1lputative regulatory proteinl+
2673745ISTM1672I-1+

1253191ISTM1673Iputative outer membrane lipoproteinl-
1253193ISTM1675loxidoreductasel+
1253194ISTM1676lputative aldo/keto reductasel-
1253195ISTM1677Iputative transcriptional regulatorl-
1253196ISTM1678lputative 2'-hydroxyisoflavone reductasel+
1253197ImppAlperiplasmic murein tripeptide transport proteinl-
1253198lycjllmurein peptide amidase Al+
1253199lycjGlputative chloromuconate cycloisomerasel-
1253200ItpxIthiol peroxidasel+

12532011tyrRIDNA-binding transcriptional dual regulator tyrosine-bindingl-
1253203lycjXlputative ATPasel-
1253204IpspElthiosulfate:cyanide sulfurtransferase (rhodanese)l-
1253205IpspDlperipheral inner membrane phage-shock proteinl-
1253206IpspCIDNA-binding transcriptional activatorl-
1253207IpspBlphage shock protein BI-

1253208lpspAlphage shock proteinl-

1253209IpspFlphage shock protein operon transcriptional activatorl+
1253210IsapAlpeptide transport proteinl+

125321 1IsapBlpeptide transport proteinl+
1253212IsapClpeptide transport proteinl+
1253213IsapDlpeptide transport proteinl+
1253214lIsapFlpeptide transport proteinl+
1253215ISTM1697Ihypothetical proteinl-
1253218lycjElputative cytoplasmic proteinl+

12532 19Ifabllenoyl-(acyl carrier protein) reductasel+
1253220lyciWlputative cytoplasmic proteinl+

125322 1Irnblexoribonuclease Ill+

1253223lyciTlputative regulatory proteinl+
1253224losmBllipoprotein|+

1253225lyciHItranslation initiation factor Suill-
1253226lpyrFIOMP decarboxylase; OMPDCase; OMPdecasel-
1253227lyciMlhypothetical proteinl-



STM1709_61_95
STM1710_41_75
STM1711_481_515

STM1712_1885_1919

STM1713_641_675

STM1714_1599_1633

STM1715_5_39

STM1716_880_914
STM1717_545_579
STM1718_489_523
STM1719_385_419
STM1720_529_563
STM1721_529_563
STM1722_9_43

STM1723_1468_1502

STM1724_853_887

STM1725_360_394

STM1726_387_421
STM1727_289_323
STM1728_9_43
STM1729_151_185
STM1730_65_99
STM1731_385_419
STM1732_161_195
STM1733_225_259
STM1734_577_611
STM1735_385_419
STM1736_101_135

STM1737_49_83

STM1738_.190_224
STM1739_590_624

0.01
0.18
0.43
0.02
0.77
0.12
0.99
0.08
0.24
0.00
0.10
0.04
0.67
0.21
0.18

0.06

0.14

0.74
0.53
0.02
0.02
0.03
0.36
0.00
0.24
0.08
0.04
0.71

0.07

0.05
0.11

-1.12
1.24
-1.14
-2.00
1.09
-1.41
1.00
1.12
-1.26
-3.21
-1.32
1.44
1.09
-1.28
-1.24

1.18

1.19

-1.07
-1.12
2.76
1.78
2.10
1.13
-9.02
1.36
1.20
1.34
1.09

-1.51

-1.29
-1.19

1253228lyciSlputative inner membrane proteinl-
1253229IpgpBlphosphatidylglycerophosphatase Bl-

1253230IribAIGTP cyclohydrolase Ill+

125323 1lacnAlaconitate hydratasel-

1253232IcysBltranscriptional regulator CysBI-

12532331topAIDNA topoisomerase lI-

1253234lyciNIhypothetical proteinl+

1253235IsohBlpredicted inner membrane peptidasel-
1253236lyciKlshort chain dehydrogenasel+

1253237IbtuRlcob(l)yrinic acid a c-diamide adenosyltransferasel+
1253238lyciLI23S rRNA pseudouridylate synthase BIl-
1253239lyciOlhypothetical proteinl-

1253240ItrpHlhypothetical proteinl-

125324 11trpLItrp operon leader peptidel+

1253242ltrpElanthranilate synthase component I+
1253243ltrpDlbifunctional indole-3-glycerol-phosphate synthase/anthranilate
phosphoribosyltransferasel+

1253244ltrpClbifunctional indole-3-glycerol phosphate
synthase/phosphoribosylanthranilate isomerasel+
1253245ItrpBltryptophan synthase subunit betal+
1253246ltrpAltryptophan synthase subunit alphal+
1253247lyciGlputative cytoplasmic proteinl+

1253248lyciFlputative cytoplasmic proteinl+

1253249lyciElputative cytoplasmic proteinl+
1253250ISTM1731lputative catalasel+

1253251lompWIlouter membrane protein WI-
1253252ISTM1733Iputative ferredoxinl+

1253253lyciClhypothetical proteinl+

1253254lyciBlintracellular septation protein Al+
1253255lyciAlpredicted hydrolasel+

1253256ltonBImembrane spanning protein in TonB-ExbB-ExbD complex;
transduces proton motive force of the cytoplasmic membrane to outer
membrane transporters; involved in the transport of ron-siderophore complexes
vitamin B12 and colicinsl-

1253257lycillYcil-like proteinl+

1253258Iclslcardiolipin synthetasel+



STM1740_308_342
STM1741_545_579
STM1742_710_744
STM1743_777_811
STM1744_625_659
STM1745_641_675
STM1746.S_745_779
STM1748_259_293
STM1749_1680_1714
STM1750_17_51
STM1751_17_51
STM1752_641_675
STM1753_911_945
STM1754_641_675
STM1755_65_99
STM1756_385_419
STM1758_49_83
STM1760_563_597
STM1761_641_675
STM1762_337_371
STM1763_1121_1155
STM1764_3689_3723
STM1766_830_864

STM1767_241_275

STM1768_1018_1052
STM1769_275_309
STM1770_3_40
STM1771_1006_1040
STM1772_97_131
STM1773_641_675
STM1774_129_163

STM1775_481_515

STM1776_980_1014
STM1777_1058_1092

0.16
0.51
0.01
0.00
0.01
0.01
0.00
0.08
0.00
0.01
0.14
0.79
0.31
0.11
0.12
0.77
0.67
0.13
0.95
0.85
0.02
0.08
0.03

0.04

0.91
0.54
0.07
0.10
0.37
0.03
0.97

0.05

0.03
0.05

-1.27
-1.03
-2.48
-3.08
-2.10
-2.61
-3.83
2.53
-6.81
-1.37
-1.39
-1.01
1.11
1.21
1.17
-1.04
-1.07
-1.30
-1.01
-1.02
-1.46
1.85
-1.30

-1.44

-1.01
1.07
-1.25
1.55
-1.18
1.65
1.02

-1.39

-1.43
-1.33

2673771lyciUl-1+

1253260ISTM1741Iputative voltage-gated potassium channell-
125326 1loppFloligopeptide transport proteinl-
1253262loppDloligopeptide transporter ATP-binding componentl-
1253263loppCloligopeptide transport proteinl-
1253264loppBloligopeptide transporter permeasel-
1253265loppAloligopeptide transport proteinl-
1253267lychElhypothetical proteinl-

1253268ladhEliron-dependent alcohol dehydrogenasel+
1253269Itdklthymidine kinasel-

1253270lhnslglobal DNA-binding transcriptional dual regulator H-NSI+
125327 11galUlUTP--glucose-1-phosphate uridylyltransferase subunit GalUl-
1253272lhnrlresponse regulator of RpoSI-
1253273lychKlhypothetical proteinl-

1253274lychJlhypothetical proteinl+

125327 5IpurUlformyltetrahydrofolate deformylasel+
1253277IrtTImisc_RNAI+

1253279ISTM1760ltetratricopeptide repeat proteinl-
1253280Inarlinitrate reductase 1 gamma subunitl-
1253281InarJInitrate reductase 1 delta subunitl-
1253282InarHInitrate reductase 1 beta subunitl-
1253283InarGlnitrate reductase 1 alpha subunitl-
1253285InarXInitrate/nitrite sensor protein NarX|+
1253286InarLIDNA-binding response regulator in two-component regulatory
system with NarX (or NarQ)l+

1253287lychPlpredicted invasinl-

1253288lychNIputative sulfur reduction proteinl+
1253289IchaBlcation transport regulatorl-
1253290IchaAlcalcium/sodium:proton antiporterl+
1253291lkdsAl2-dehydro-3-deoxyphosphooctonate aldolasel-
1253292lychAlputative transcriptional regulatorl-
1253293IsirClputative transcriptional regulatorl-
1253294lhemKIN5-glutamine S-adenosyl-L-methionine-dependent
methyltransferasel-

1253295IprfAlpeptide chain release factor 1I-
1253296lhemAlglutamyl-tRNA reductasel-



STM1778_17_51
STM1779_265_299
STM1780_897_931
STM1781_1511_1545
STM1782_201_235
STM1783.S_385_419
STM1784_861_895
STM1785_779_813
STM1787_795_829
STM1788_545_579
STM1789_377_411
STM1791_65_99
STM1792_594_628
STM1793_522_556
STM1794_22_56
STM1795_1111_1145
STM1796_1386_1420
STM1797_145_179
STM1798_249_283
STM1799_209_243
STM1800_289_323
STM1801_1031_1065
STM1803_940_974

STM1804.5_1232_1266

STM1805_513_547
STM1806_1442_1476
STM1807_209_243
STM1808_137_171
STM1809_119_154
STM1810_6_41
STM1811_129_163
STM1812_257_291
STM1813_45_81
STM1814_177_211
STM1815_705_739
STM1816_161_195

0.24
0.10
0.06
0.05
0.00
0.04
0.79
0.02
0.91
0.12
0.04
0.27
0.02
0.79
0.07
0.00
0.54
0.20
0.94
0.12
0.14
0.02
0.00
0.51
0.01
0.01
0.44
0.03
0.01
0.02
0.01
0.12
0.02
0.03
0.02
0.78

1.10
-1.39
-1.69
-2.12
-9.98
2.09
-1.03
1.77
-1.04
-1.23
-1.38
1.41
1.24
-1.02
1.47
-8.53
1.09
1.35
-1.02
1.14
1.12
-1.40
-12.53
1.14
-1.46
-1.26
-1.10
2.11
1.93
2.51
1.67
1.37
1.88
-1.67
-2.17
1.01

1253297llolBlouter membrane lipoprotein LolBIl+
1253298lipkl4-diphosphocytidyl-2-C-methyl-D-erythritol kinasel+
1253299IprsAlribose-phosphate pyrophosphokinasel+
1253300lychMIputative sulfate transporter YchMI+
1253301lychHIpredicted inner membrane proteinl-
1253302Ipthlpeptidyl-tRNA hydrolasel+
1253303lychFltranslation-associated GTPasel+
1253304ISTM1785Iputative cytoplasmic proteinl-
1253306ISTM1787lhydrogenase 1 large subunitl+
1253307ISTM1788lhydrogenase 1 b-type cytochrome subunitl+
1253308ISTM1789lhydrogenase 1 maturation proteasel+
1253310ISTM1791Iputative hydrogenase-1 proteinl+
1253311ISTM1792Iputative cytochrome oxidase subunit Il+
1253312ISTM1793Iputative cytochrome oxidase subunit Ill+
1253313ISTM1794Iputative periplasmic proteinl+
1253314ISTM1795Iputative glutamic dehyrogenase-like proteinl+
1253315ItreAltrehalasel+

1253316lymgElputative transglycosylase-associated proteinl-
1253317lycgRlputative inner membrane proteinl+
1253318lemtAlmembrane-bound lytic murein transglycosylase El-
1253319IlldcAIL D-carboxypeptidase Al+
1253320lycgOlpotassium/proton antiporterl+
1253322ldadAlD-amino acid dehydrogenase small subunitl-
1253323lycgBlhypothetical proteinl+

1253324lIfadRIfatty acid metabolism regulatorl-
1253325InhaBlsodium/proton antiporter|+
1253326ldsbBldisulfide bond formation protein Bl+
12533271STM1808Iputative cytoplasmic proteinl+
1253328ISTM1809Iputative cytoplasmic proteinl-
1253329ISTM1810lputative cytoplasmic proteinl-
1253330lycgNIhypothetical proteinl-

125333 1lycgMlipredicted isomerase/hydrolasel-
1253332lycglLlputative cytoplasmic proteinl-
1253333IminClseptum formation inhibitorl+

1253334IminDlcell division inhibitor MinD|+

125333 5IminElcell division topological specificity factor MinEl+



STM1817_897_931 0.03 1.45 1253336IrndIribonuclease DI-

STM1818_879_913 0.00 -6.82 1253337IfadDllong-chain-fatty-acid--CoA ligasel-
STM1819_65_99 0.03 -1.33 1253338Islplputative outer membrane proteinl-
STM1820_198_232 0.01 -2.14 1253339lyeaZlputative molecular chaperonel-
STM1821_1072_1106 0.07 -1.16 1253340lyoaAlputative DNA helicasel-

STM1822_17_51 0.09 -1.40 125334 1lyoaBlputative translation initiation inhibitor|+
STM1823_65_99 0.07 1.38 1253342lyoaHlhypothetical proteinl-

STM1824_558_592 0.09 -1.32 1253343lIpabBlpara-aminobenzoate synthase component I+
STM1825_49_83 0.21 -1.37 1253344lyeaBlhypothetical proteinl+

STM1826_910_944 0.05 1.26 1253345IsdaAlL-serine deaminase I/L-threonine deaminase I+
STM1827.S_739_773 0.41 1.13 1253346ISTM1827.SIputative diguanylate cyclase/phosphodiesterasel+
STM1828_1358_1392 0.07 -1.41 1253347lyoaElputative inner membrane proteinl-
STM1829_157_191 0.10 2.44 1253348ISTM1829Iputative cytoplasmic proteinl-
STM1830_257_291 0.01 -2.83 1253349ImanXIimannose-specific enzyme IIABI+
STM1831_321_355 0.01 -2.46 1253350ImanYImannose-specific enzyme IICl+
STM1832_481_515 0.01 -2.73 125335 1ImanZimannose-specific PTS system protein IIDI+
STM1833_353_387 0.12 1.69 1253352ISTM1833lhypothetical protein|+
STM1834_289_323 0.05 -1.36 1253353lyebNIlhypothetical proteinl+

STM1835_433_467 0.02 -1.80 1253354IrrmAl23S rRNA methyltransferase Al-
STM1836_875_909 0.01 1.15 1253355ISTM1836Iputative penicillin-binding protein 3I-
STM1837_145_179 0.12 -1.53 1253356lcspClcold shock-like protein cspCl-
STM1838_25_59 0.01 -2.16 1253357lyobFlputative cytoplasmic proteinl-
STM1839_123_160 0.01 3.78 1253358ISTM1839lhypothetical proteinl-

STM1840_57_91 0.01 1.70 1253359lyobGlhypothetical proteinl-

STM1841_153_187 0.02 2.96 1253360ISTM1841Ihypothetical proteinl+
STM1842_385_419 0.38 1.13 1253361lkdgRlputative transcriptional repressorl-
STM1843_967_1001 0.04 -1.30 1253362ISTM1843Iputative transport proteinl+
STM1844_641_675 0.27 1.38 1253363lhtpXlheat shock protein HtpXI-
STM1845_1242_1276 0.03 -1.66 1253364lprclcarboxy-terminal proteasel-
STM1846_624_658 0.01 -2.17 1253365IproQlputative solute/DNA competence effectorl-
STM1847_173_207 0.04 -1.23 1253366lyebRIputative nucleotide-binding proteinl-
STM1848_493_527 0.29 -1.17 1253367lyebSlputative inner membrane proteinl+
STM1849_2281_2315 0.77 1.23 1253368ISTM1849Iputative inner membrane proteinl+
STM1850_1097_1131 0.47 -1.13 1253369lyebUIrRNA (cytosine-C(5)-)-methyltransferase RsmFI+
STM1851_30_65 0.03 2.36 1253370ISTM1851Iputative cytoplasmic proteinl+

STM1852_89_123 0.34 -1.19 125337 1lyebWIlputative inner membrane lipoproteinl+



STM1853_417_451
STM1854_77_111
STM1856.1N_321_355
STM1857_129_163
STM1859_81_115
STM1861_73_107
STM1862_65_99
STM1863_73_107
STM1864_225_259
STM1865_37_71
STM1866_119_153
STM1867_44_82
STM1868_553_587
STM1868.1N_38_72
STM1868A_75_109
STM1869_385_419
STM1869A_17_51
STM1870_217_251
STM1871_593_627
STM1872_51_85
STM1873_241_275
STM1874_641_675
STM1875_289_323
STM1876_179_213
STM1877_617_651
STM1878_257_291
STM1879_1341_1375
STM1880_121_155
STM1881_49_83
STM1882_90_124

STM1884_497_531

STM1885_1517_1551
STM1886_1213_1247
STM1887_513_547

STM1888_1340_1374

0.13
0.01
0.03
0.00
0.01
0.02
0.01
0.00
0.00
0.01
0.02
0.03
0.02
0.05
0.79
0.07
0.25
0.02
0.03
0.10
0.02
0.04
0.02
0.54
0.35
0.08
0.02
0.01
0.01
0.01

0.40

0.76
0.48
0.04
0.09

2.01
2.55
2.75
-4.54
1.37
2.76
3.18
2.61
2.93
5.28
3.63
4.40
2.54
2.55
-1.06
1.21
1.15
2.53
1.30
1.26
1.35
1.62
1.81
-1.07
-1.18
-1.24
1.51
2.22
1.63
2.43

1.09

1.04
1.10
1.46
-1.53

1253372lpphAlserine/threonine protein phosphatase 1I-
1253373ISTM1854Iputative inner membrane proteinl-
2673765ISTM1856.1Nlhypothetical proteinl+
1253376ISTM1857Iputative acetyltransferasel-
1253378ISTM1859Iputative cytoplasmic proteinl+
1253380ISTM18611-1+

1253381IpagOlintegral membrane proteinl+
1253382ISTM1863Iputative inner membrane proteinl+
1253383ISTM1864Iputative inner membrane proteinl+
1253384ISTM1865I-I-

1253385ISTM1866Ipseudol-

1253386lIpagKIPagKI+

1253387Imig-3lphage-tail assembly-like proteinl-
2673772|1STM1868.1Nlhypothetical proteinl-
1253388ISTM1868Allytic enzymel+
1253389ISTM1869Iphage-tail assembly-like proteinl-
1253390ISTM1869Alhypothetical proteinl-
1253391ISTM1870IRecE-like proteinl+
1253392ISTM18711-1+

1253393ISTM1872Iputative cytoplasmic proteinl-
1253394ISTM1873lhypothetical proteinl-
1253395ISTM1874lputative inner membrane proteinl-
1253396lyobAlhypothetical proteinl-
12533971holEIDNA polymerase Il subunit thetal+
1253398ISTM187 7Iputative amidohydrolasel+
1253399lexoXlexodeoxyribonuclease Xl+
1253400IptrBlprotease 2|-

1253401lyebElputative inner membrane proteinl-
1253402lyebFlputative periplasmic proteinl-
1253403lyebGIDNA damage-inducible protein YebGl-
1253405ledalketo-hydroxyglutarate-aldolase/keto-deoxy-phosphogluconate
aldolasel-

1253406leddIphosphogluconate dehydratasel-
12534071zwflglucose-6-phosphate 1-dehydrogenasel-
1253408lyebKIDNA-binding transcriptional regulator HexR|+
1253409IpykAlpyruvate kinasel+



STM1889_545_579 0.07 -1.25 1253410ImsbBllipid A biosynthesis (KDO)2-(lauroyl)-lipid IVA acyltransferasel-

STM1890_1025_1059 0.00 -2.87 125341 1lyebAlhypothetical proteinl-
STM1891_81_115 0.02 -10.53 125341 2lznuAlhigh-affinity zinc transporter periplasmic componentl-
STM1892.S_225_259 0.02 -2.25 125341 3lznuClhigh-affinity zinc transporter ATPasel+
STM1893_513_547 0.04 -3.65 1253414lznuBlhigh-affinity zinc transporter membrane component|+
STM1895_523_557 0.07 1.37 1253416lruvAlHolliday junction DNA helicase motor proteinl-
STM1896_410_444 0.03 2.62 1253417ISTM1896Iputative cytoplasmic proteinl+
STM1897_397_431 0.37 1.14 1253418lyebBlhypothetical proteinl+
STM1898_105_139 0.04 -1.21 1253419IruvCIHolliday junction resolvasel-
STM1900_209_243 0.02 -1.56 1253421IntpAldATP pyrophosphohydrolasel-
STM1901_854_888 0.01 -2.41 1253422laspSlaspartyl-tRNA synthetasel-
STM1902_385_419 0.01 2.44 1253423lyecDlhypothetical proteinl+
STM1903_753_787 0.01 1.79 1253424lyecElhypothetical proteinl+
STM1904_209_243 0.09 -1.07 1253425lyecNIputative inner membrane proteinl+
STM1905_513_547 0.16 -1.35 1253426lyecOlputative SAM-dependent methyltransferasel+
STM1906_641_675 0.80 -1.04 1253427lyecPlputative enzymel+
STM1907_137_171 0.01 1.46 1253428lcutClcopper homeostasis protein CutCl-
STM1908_97_131 0.02 -1.65 1253429lyecMlhypothetical proteinl-
STM1909_991_1025 0.57 -1.14 1253430largSlarginyl-tRNA synthetasel+
STM1910_1225_1259 0.05 1.98 12534311STM1910lputative penicillin-binding proteinl+
STM1911_845_879 0.69 1.03 1253432ISTM191 1lputative cytoplasmic proteinl-
STM1912_357_391 0.90 1.01 1253433IflhElflagellar proteinl-
STM1913_1208_1242 0.71 -1.11 1253434lflhAlflagellar biosynthesis protein Al-
STM1914_793_827 0.08 2.17 1253435IflhBlIflagellar biosynthesis protein FlIhBI-
STM1915_353_387 0.08 -1.47 1253436IcheZlchemotaxis regulator CheZl-
STM1916.317_351 0.05 2135 1253437IcheYlchemotaxis regulator transmitting signal to flagellar motor
component|-
STM1917_539_573 0.02 -1.45 1253438lIcheBlchemotaxis-specific methylesterasel-
STM1919_663_697 0.02 -1.77 1253440IcheMIimethyl accepting chemotaxis protein IlI-
STM1920_225_259 0.01 -2.39 125344 1IcheWlpurine-binding chemotaxis proteinl-
STM1921_1401_1435 0.01 -2.16 1253442IcheAlchemotaxis protein CheAl-
STM1922_537_571 0.02 -1.86 1253443ImotBlflagellar motor protein MotBI-
STM1923_21_55 0.15 -1.33 1253444ImotAlflagellar motor protein MotAl-
STM1924.S_41_75 0.00 -3.13 1253445IfInCltranscriptional activator FIhCl-
STM1925_209_243 0.00 -3.34 1253446lflhDltranscriptional activator FIhDI-

STM1927_97_131 0.03 -1.80 1253448lyecGluniversal stress protein UspCl+



STM1928_903_937
STM1929_257_291
STM1930_81_115
STM1932_457_491
STM1933_153_187
STM1934_225_259
STM1935_161_195
STM1936_102_137
STM1937_1149_1183
STM1938_97_131
STM1939_26_60
STM1940_1049_1083
STM1941_141_175
STM1942_5_40
STM1943_5_39
STM1945_417_451
STM1946_1090_1124
STM1947_337_371
STM1949_35_70
STM1950_81_115
STM1951_529_563
STM1952_33_67
STM1953_65_99
STM1954_357_391
STM1955_337_371
STM1956_161_195
STM1957_251_285
STM1958_847_881
STM1959_545_579
STM1960_949_983
STM1961_273_307
STM1962_65_99
STM1963_1154_1188
STM1964_241_275
STM1965_555_589
STM1966_161_195

0.45
0.18
0.41
0.00
0.28
0.06
0.06
0.09
0.55
0.00
0.02
0.02
0.00
0.01
0.02
0.70
0.14
0.13
0.02
0.20
0.48
0.34
0.76
0.09
0.70
0.07
0.03
0.51
0.03
0.01
0.01
0.04
0.53
0.27
0.01
0.28

-1.13
1.38
-1.26
2.09
-1.17
1.26
1.51
-1.36
-1.11
-2.98
3.40
1.48
2.33
-2.11
-2.12
-1.03
-1.14
1.07
1.53
-1.24
-1.14
-1.12
-1.05
2.04
1.02
-1.18
-1.43
-1.10
-2.40
-2.49
-1.67
-1.54
-1.02
1.25
-1.72
-1.13

1253449lotsAltrehalose-6-phosphate synthasel-
1253450lotsBltrehalose-6-phosphate phosphatasel-
12534511STM1930lpseudol-

1253453IftnBlIferritin-like proteinl+
1253454ISTM1933lhypothetical proteinl-
1253455ISTM1934|putative outer membrane lipoproteinl+
1253456lftnlferritinl+

1253457lyecHIputative cytoplasmic proteinl-
1253458ItyrPItyrosine-specific transport proteinl+
1253459lyecAlhypothetical proteinl-
1253460ISTM1939Iputative glucose-6-phosphate dehydrogenasel-
12534611STM1940lIputative cell wall-associated hydrolasel-
1253462ISTM1941Iputative inner membrane proteinl-
1253463lleuZItRNAI-

1253464IcysTItRNAI-
1253466IpgsAlphosphatidylglycerophosphate synthetasel-
1253467luvrClexcinuclease ABC subunit Cl-
1253468luvrYiresponse regulatorl-
1253470lyecFlhypothetical proteinl+

125347 11sdiAIDNA-binding transcriptional activatorl-

1253472lyecClputative amino-acid ABC transporter ATP-binding protein YecCl-

125347 3lyecSlputative ABC-type amino acid transporter permease
1253474lyedOID-cysteine desulfhydrasel-
1253475IfliYlcystine transporter subunitl-
1253476lfliZlprotein FliZI-

1253477IfliAlflagellar biosynthesis sigma factorl-
1253478ltnpA_2ltransposase for 1IS200I-
1253479IfliBllysine-N-methylasel-
1253480lIfliCIflagellinl-

1253481IfliDIflagellar capping proteinl+
1253482IfliSIflagellar protein FliSI+
1253483lIfliTIflagellar biosynthesis protein FliTl+
1253484lamyAlcytoplasmic alpha-amylasel+
1253485lyedDlhypothetical proteinl-
1253486lyedElpredicted inner membrane proteinl+
1253487lyedFlhypothetical proteinl+



STM1968_279_313
STM1969_748_782
STM1970_97_131
STM1971_69_103
STM1974_283_317
STM1975_177_211
STM1977_281_315
STM1978_209_243
STM1979_321_355
STM1980_137_171
STM1981_241_275
STM1982_313_347
STM1983_123_157
STM1984_129_163
STM1986_209_243
STM1987_746_780
STM1988.S5_89_123
STM1989_641_675
STM1990_641_675
STM1991_113_147

STM1992_1264_1298

STM1993_481_515
STM1994_263_297
STM1995_558_592
STM1996_178_212
STM1997_398_432
STM1998_225_259
STM1999_106_140
STM2000_31_65

STM2001_402_437
STM2003_57_91

STM2006_685_719

STM2007_1048_1082
STM2008_1324_1358

STM2011_17_51

STM2011.1n_133_167

0.01
0.11
0.86
0.37
0.12
0.02
0.23
0.03
0.00
0.02
0.70
0.01
0.04
0.91
0.02
0.39
0.25
0.04
0.27
0.06
0.03
0.02
0.39
0.28
0.07
0.00
0.02
0.05
0.05
0.00
0.27
0.37
0.43
0.09
0.01
0.15

-1.45

1.16
-1.01
-1.10
-1.21
.64
12
.32

3.35
2.26
-1.07

-1.10
-1.29
-1.69
-1.11

-1.37
-1.54
.30
.20
.67
44
.87
.88

_ ) ) )

-4.61
1.28
1.06
-1.05
1.68
-1.16
1.82

12534809lfliElflagellar hook-basal body protein FIliEl-
1253490lIfliFIflagellar MS-ring proteinl+
1253491IfliGIflagellar motor switch protein Gl+
1253492IfliHIflagellar assembly protein Hl+
1253495IfliKIflagellar hook-length control proteinl+
1253496lfliLIflagellar basal body-associated protein FIliLI+
1253498IfliNIflagellar motor switch protein FliNI+
1253499IfliOIflagellar biosynthesis protein FliOl+
1253500IfliPIflagellar biosynthesis protein FliPl+
1253501IfliQIflagellar biosynthesis protein FliQl+
1253502IfliRIflagellar biosynthesis protein FliRI+
1253503IrcsAlcolanic acid capsular biosynthesis activation protein Al+
1253504IdsrBlhypothetical proteinl-
1253505lyodDlputative cytoplasmic proteinl+
1253507lyedPImannosyl-3-phosphoglycerate phosphatasel+
1253508ISTM1987Iputative inner membrane proteinl-
1253509ISTM1988.SIputative cytoplasmic proteinl-
1253510lyedllhypothetical proteinl-

125351 1lyedAlhypothetical proteinl+
1253512IvsrIDNA mismatch endonucleasel-
1253513IdcmIDNA cytosine methylasel-
1253514lyedJlhypothetical proteinl-
1253515ISTM1994Iputative inner membrane proteinl-
1253516lompSlputative porinl+
1253517IcspBlputative cold-shock proteinl-
1253518lumuCIDNA polymerase V subunit UmuCl-
1253519lumuDIDNA polymerase V subunit UmuDI-
1253520ISTM1999Iputative cytoplasmic proteinl-
1253521IserUItRNAI-

1253522lyeellputative inner membrane proteinl+
1253524ISTM2003Ipseudol+

2673718ISTM2006I-I+
1253528ISTM2007Itetratricopeptide repeat proteinl+
1253529ISTM2008Iputative periplasmic proteinl+
1253532ISTM201 1lputative cytoplasmic proteinl-
2673719ISTM2011.1nlhypothetical proteinl+



STM2013_971_1005 0.13 -1.17 1253534lyeeOlpredicted multidrug efflux systeml-

STM2015_705_739 0.03 1.78 1253536lerfKlhypothetical proteinl-

STM2016.840._874 0.03 137 1 25353?IcobTInlcotlnate-nucleotlde--d|methylben2|m|dazole
phosphoribosyltransferasel-

1253539IcobUladenosylcobinamide kinase/adenosylcobinamide-phosphate

STM2018_449_483 0.05 -1.28

guanylyltransferasel-
STM2019_1418_1452 0.01 -2.01 1253540IcbiPlcobyric acid synthasel-
STM2020_17_51 0.05 -1.44 125354 1IcbiOlvitamin B12 biosynthetic proteinl-
STM2021_329_363 0.01 -2.71 1253542IcbiQlvitamin B12 biosynthetic proteinl-
STM2022_61_95 0.01 -2.95 1253543IcbiNIcobalt transport protein CbiNI-
STM2024_289_323 0.00 -2.70 1253545IcbiLlcobalt-precorrin-2 C(20)-methyltransferasel-
STM2025_289_323 0.54 -1.27 1253546IcbiKlvitamin B12 biosynthetic proteinl-
STM2026_193_227 0.06 -1.74 1253547IcbiJlcobalt-precorrin-6x reductasel-
STM2027_685_719 0.00 -2.62 1253548IcbiHIprecorrin-3B C17-methyltransferasel-
STM2028_1021_1055 0.00 -3.78 1253549IcbiGlcobalamin biosynthesis protein ChiGl-
STM2029_97_131 0.00 -6.63 1253550IcbiFlvitamin B12 biosynthetic proteinl-
STM2030_437_471 0.00 -3.87 1253551IcbiTlcobalt-precorrin-6Y C(15)-methyltransferasel-
STM2032_813_847 0.00 -2.03 1253553IcbiDIcobalt-precorrin-6A synthasel-
STM2033_593_627 0.01 -3.18 1253554IcbiClprecorrin-8X methylmutasel-
STM2034_705_739 0.05 -1.40 1253555IcobDlIcobalamin biosynthesis proteinl-
STM2035_381_415 0.06 1.84 1253556IcbiAlcobyrinic acid a c-diamide synthasel-
STM2036_313_347 0.97 1.01 1253557IpocRltranscriptional regulatorl-
STM2037_397_431 0.06 -1.22 1253558IpduFlpropanediol diffusion facilitatorl-
STM2038_69_103 0.09 1.29 1253559IpduAlpolyhedral body proteinl+
STM2042_17_51 0.15 1.14 1253563IpduElpropanediol dehydratase small subunitl+
STM2043_1314_1348 0.04 2.19 1253564IpduGlpropanediol dehydratase reactivation proteinl+
STM2045_61_95 0.01 4.03 1253566Ipdulipolyhedral body proteinl+
STM2047_17_51 0.02 2.33 1253568lpduLlpropanediol utilization proteinl+
STM2048_9_43 0.04 1.55 1253569IpduMIpropanediol utilization proteinl+
STM2049_23_57 0.25 -1.33 1253570IpduNIpolyhedral body proteinl+
STM2051_1164_1198 0.15 1.35 12535721lpduPICoA-dependent propionaldehyde dehydrogenasel+
STM2055_141_175 0.90 -1.02 1253576lpduUlpolyhedral body proteinl+
STM2056_401_435 0.94 -1.01 1253577IpduVlpropanediol utilization proteinl+
STM2057_216_250 0.91 -1.01 1253578lpduWIlpropionate kinasel+
STM2058_785_819 0.05 2.13 1253579IpduXlpropanediol utilization proteinl+

STM2059_161_195 0.73 1.06 1253580lyeeXlhypothetical proteinl-



STM2060_604_638
STM2061_225_259

STM2062_1118_1152

STM2063_265_299
STM2064_97_131

STM2066_2198_2232

STM2067_768_802
STM2069_129_163
STM2070_9_43

STM2071_129_163
STM2072_946_980
STM2073_861_895

STM2074_453_487
STM2075_161_195
STM2076_497_531
STM2077_65_99

STM2078_129_163

STM2080_696_730
STM2081_824_858

STM2082_928_962

STM2083_1023_1057
STM2084_1193_1227

STM2085_321_355
STM2086_71_105

STM2087_363_399
STM2088_845_881
STM2089_556_590
STM2090_779_813
STM2091_593_627
STM2092_385_419
STM2093_81_115

STM2094_513_547

0.37
0.01
0.01
0.37
0.14
0.03
0.12
0.01
0.29
0.27
0.27
0.14

0.27
0.93
0.33
0.44
0.68

0.01
0.21

0.01

0.98
0.03
0.09
0.73
0.15
0.04
0.26
0.11
0.01
0.03
0.02
0.03

1.11
-2.68
2.41
1.07
1.21
1.40
-1.25
1.48
-1.09
-1.15
1.08
-1.36

-1.11
1.01
1.17
1.14
1.04

2.48
-1.25

-1.45

-1.00
-1.54
1.29
1.08
1.31
2.22
-1.16
-1.19
-1.68
-1.86
-1.87
-1.55

125358 1lyeeAlputative inner membrane proteinl-
1253582IsbmCIDNA gyrase inhibitor|-
1253583ldacDID-alanyl-D-alanine carboxypeptidasel-
1253584IphsClthiosulfate reductase cytochrome B subunitl-
1253585IphsBlthiosulfate reductase electron transport proteinl-
1253587IsopAlsecreted effector proteinl+
1253588IsbcBlexonuclease I+

1253590lyeeYlputative transcriptional regulatorl-
1253591lyeeZlputative dehydratasel-

12535921hisGIATP phosphoribosyltransferasel+
1253593lhisDlhistidinol dehydrogenasel+
1253594lhisClhistidinol-phosphate aminotransferasel+
1253595IhisBlimidazole glycerol-phosphate dehydratase/histidinol
phosphatasel+

1253596lhisHlimidazole glycerol phosphate synthase subunit HisHI+
12535971hisAl1-(5-phosphoribosyl)-5-[ (5-
phosphoribosylamino)methylideneamino] imidazole-4-carboxamide isomerasel+
1253598]lhisFlimidazole glycerol phosphate synthase subunit HisFl+
1253599IhislIbifunctional phosphoribosyl-AMP cyclohydrolase/phosphoribosyl-
ATP pyrophosphatase proteinl+
1253601IludglUDP-glucose/GDP-mannose dehydrogenasel-
1253602Igndl6-phosphogluconate dehydrogenasel-
1253603IrfbPlundecaprenol-phosphate galactosephosphotransferase/O-
antigen transferasel-

1253604IrfbKlphosphomannomutasel-
1253605IrfbMImannose-1-phosphate guanylyltransferasel-
1253606IrfbNIrhamnosyl transferasel-

1253607IrfbUlmannosyl transferasel-
1253608IrfbVlabequosyltransferasel-

1253609IrfbXlputative O-antigen transferasel-
1253610IrfbJICDP-abequose synthasel-

125361 1IrfbHICDP-6-deoxy-D-xylo-4-hexulose-3-dehydrasel-
1253612IrfbGICDP glucose 4 6-dehydratasel-

125361 3IrfbFlglucose-1-phosphate cytidylyltransferasel-
1253614IrfblICDP-6-deoxy-delta-3 4-glucoseen reductasel-
1253615IrfbCIdTDP-4 deoxyrhamnose 3 5 epimerasel-



STM2095_145_179 0.04 -1.27 1253616IrfbAldTDP-glucose pyrophosphorylasel-

STM2096_129_163 0.09 -1.23 1253617IrfbDIdTDP-4-dehydrorhamnose reductasel-

STM2097_247_281 0.04 1.63 1253618IrfbBIdTDP-glucose 4 6 dehydratasel-

STM2098_17_51 0.02 -1.94 1253619lgalFIUTP--glucose-1-phosphate uridylyltransferase subunit GalF|-

STM2099_693_727 0.01 1.99 1253620IlwcaMlputative colanic acid biosynthetic proteinl-

STM2100_478_512 0.08 1.91 125362 1Iwcallputative glycosyl transferasel-

STM2101_634_668 0.09 -1.18 1253622lwcaKlputative pyruvyl transferasel-

STM2102_792_826 0.22 1.22 1253623IlwzxClcolanic acid exporterl-

STM2103_780_814 0.39 1.10 1253624lwcallputative UDP-glucose lipid carrier transferasel-

STM2104_932_966 0.02 -1.48 1253625IcpsGlphosphomannomutasel-

STM2106_513_547 0.03 2.41 1253627Iwcallpredicted glycosyl transferasel-

STM2107_326_360 0.63 1.03 1253628lwcaHIGDP-mannose mannosyl hydrolasel-

STM2108_481_515 0.18 1.15 1253629IlwcaGIGDP-fucose synthetasel-

STM2109_283_317 0.06 1.85 1253630lgmdIGDP-D-mannose dehydratasel-

STM2111_153_187 0.21 1.22 1253632lwcaElpredicted glycosyl transferasel-

STM2112_936_970 0.01 1.31 125363 3lwcaDlputative colanic acid polymerasel-

STM2113_219_253 0.91 -1.02 1253634lwcaClpredicted glycosyl transferasel-

STM2114_193_227 0.17 1.47 125363 5IlwcaBlputative colanic acid biosynthesis acetyltransferase WcaBl-

STM2115_249_283 0.15 1.18 1253636lwcaAlpredicted glycosyl transferasel-

STM2116_1673_1707 0.01 1.31 1253637Ilwzcltyrosine kinasel-

STM2117_209_243 0.29 1.61 1253638lwzbltyrosine phosphatasel-

STM2118_429_463 0.13 1.41 1253639lwzalputative outer membrane polysaccharide export proteinl-

STM2119_886_920 0.86 1.02 1253640lyegHIputative inner membrane proteinl+

STM2120_1498_1532 0.01 -1.86 125364 1lasmAlputative assembly proteinl-

STM2121_145_179 0.03 -1.94 1253642ldcdldeoxycytidine triphosphate deaminasel-

STM2122_257_291 0.04 -1.41 1253643ludkluridine kinasel-

STM2123_2600_2634 0.07 -1.21 1253644lyegElputative diguanylate cyclase/phosphodiesterasel+

STM2127_2252_2286 0.02 2.58 1253648lyegNImultidrug efflux system subunit MdtBIl+

STM2128_2146_2180 0.12 -1.21 1253649lyegOlmultidrug efflux system subunit MdtCl+

STM2129_958_992 0.40 1.09 1253650lyegBImultidrug efflux system protein MdtE|+

STM2130_661_695 0.04 1.53 125365 11baeSIsignal transduction histidine-protein kinase BaeSI+

STM2131_113_147 0.34 1.08 1253652!baeRIDNA-binding response regulator in two-component regulatory
system with BaeSI+

STM2133_705_739 0.07 1.72 1253654ISTM2133Iputative cytoplasmic proteinl+

STM2134_185_219 0.05 2.44 1253655ISTM21 34|putative inner membrane proteinl+

STM2135_1481_1515 0.04 1.29 1253656ISTM2135Iputative inner membrane proteinl+



STM2136_747_781
STM2137_884_918
STM2138_104_142
STM2139_189_223
STM2139.2n_49_83
STM2140_49_83
STM2141_118_152
STM2142_433_467
STM2143_6_40
STM2144_529_563
STM2145_537_571
STM2146_385_419
STM2148_137_171
STM2149_289_323
STM2150_1891_1925
STM2151_105_139
STM2152_345_379
STM2153_201_235
STM2154_639_673
STM2155_1467_1501
STM2156_213_247
STM2156A_321_355
STM2157_321_355
STM2158_121_155
STM2159_1327_1361
STM2160_209_243
STM2161_25_59

STM2162_601_635

STM2163_321_355

STM2164_1067_1101

STM2165_81_115
STM2166_2227_2261
STM2167_876_910

0.01
0.68
0.47
0.02
0.69
0.93
0.77
0.03
0.14
0.20
0.01
0.00
0.01
0.07
0.02
0.02
0.04
0.00
0.32
0.00
0.06
0.15
0.03
0.01
0.04
0.03
0.44

0.02

0.02

0.02

0.26
0.48
0.26

-1.63
-1.07
-1.13
1.52
1.05
-1.02
-1.05
1.41
1.42
1.16
1.69
1.89
2.49
-1.24
1.44
2.33
1.80
6.82
-1.14
-2.19
2.13
1.38
-1.42
-2.24
-1.74
-1.61
-1.09

1.80

-2.03

-1.23

-1.13
1.05
1.14

1253657lyegQlputative proteasel+

1253658ISTM2137Iputative cytoplasmic proteinl+

1253659ISTM21 38lputative cytoplasmic proteinl-
1253660ISTM2139Iputative inner membrane proteinl-
2673733I1STM2139.2nlhypothetical proteinl-

125366 1lyegSllipid kinasel+

1253662IfbaBlfructose-bisphosphate aldolasel-

1253663lyegTlputative transport proteinl+

1253664lyegUlputative glycohydrolasel+

1253665lyegVliputative sugar kinasel+

1253666lyegWIlputative regulatory proteinl-
1253667I1thiDIphosphomethylpyrimidine kinasel-
1253669ISTM2148lputative periplasmic proteinl+

1253670IstcDIputative outer membrane lipoproteinl-

125367 1IstcClputative outer membrane proteinl-

1253672IstcBlputative periplasmic chaperone proteinl-

125367 3IstcAlputative fimbrial-like proteinl-

1253674lyehElputative outer membrane proteinl-

125367 5Imrplputative ATPasel-

1253676ImetGlmethionyl-tRNA synthetasel+

1253677lyehRIputative lipoproteinl+

1253678ISTM2156Alhypothetical proteinl+

1253679lyehSlputative cytoplasmic proteinl-

1253680lyehTlIputative two-component response-regulatory protein YehT|-
125368 1lyehUlputative sensor kinasel-

1253682lyehVlputative transcriptional repressorl+
1253683ISTM2161Iputative inner membrane proteinl+
1253684lyehWlputative ABC-type proline/glycine betaine transport system
permease componentl-

1253685lyehXIputative ABC-type proline/glycine betaine transport system
ATPase componentl-

1253686lyehYlputative ABC-type proline/glycine betaine transport system
permease componentl-

1253687lyehZlputative transport proteinl-

1253688lbglXlperiplasmic beta-D-glucoside glucohydrolasel-
1253689ldIdID-lactate dehydrogenasel+



STM2168_817_851
STM2169_161_195
STM2170_201_235
STM2171_273_307
STM2172_646_680
STM2174_785_819
STM2176_529_563
STM2177_649_683
STM2178_327_361
STM2179_824_858
STM2181_337_371
STM2182_289_323
STM2183_849_883
STM2184_465_499
STM2185_121_155
STM2186_507_541
STM2187_1037_1071

STM2188_524_558

STM2189_1034_1068
STM2190_817_851
STM2191_856_890
STM2192_400_434
STM2193_513_547
STM2194_643_677
STM2195_25_59
STM2196_1265_1299
STM2197_633_667
STM2198_356_390
STM2199_1185_1219
STM2200_1119_1153
STM2201_257_291
STM2202_307_341
STM2203_785_819
STM2204_1246_1280
STM2205_385_419

0.02
0.04
0.75
0.08
0.02
0.76
0.31
0.02
0.05
0.10
0.00
0.07
0.01
0.05
0.35
0.02
0.02

0.01

0.03
0.00
0.00
0.65
0.03
0.18
0.05
0.03
0.04
0.49
0.08
0.01
0.50
0.38
0.02
0.03
0.37

1.59
1.70
-1.04
-1.34
1.43
-1.03
-1.19
-1.67
1.95
-1.42
3.65
1.54
2.58
1.53
-1.04
-1.86
-1.59

-2.53

-2.03
-10.12
-4.75
1.04
-1.52
1.24
1.44
1.65
2.68
1.13
-1.29
-1.73
-1.21
-1.17
1.58
1.29
-1.09

1253690IpbpGID-alanyl-D-alanine endopeptidasel-
1253691lyohClputative transport proteinl-
1253692lyohDlhypothetical proteinl+

1253693lyohFlacetoin dehydrogenasel-

1253694lyohGImultidrug resistance outer membrane protein MdtQI-
1253696lyohlltRNA-dihydrouridine synthase Cl-
1253698ISTM2176lputative glutathione S-transferasel-
1253699ISTM2177Iputative flutathione S-transferasel-
1253700ISTM2178lputative 1 2-dioxygenasel-
1253701ISTM2179lputative sugar transporterl-
1253703lyohJlhypothetical proteinl+

1253704lyohKlpredicted inner membrane proteinl+
1253705Icddlcytidine deaminasel+

1253706lIsanAlhypothetical proteinl+

12537071b2145|putative inner membrane proteinl+
1253708ISTM2186Iputative oxidoreductasel+
1253709lyeiAldihydropyrimidine dehydrogenasel+
1253710ImglClbeta-methylgalactoside transporter inner membrane
component|-

125371 1ImglAlgalactose/methyl galaxtoside transporter ATP-binding proteinl-
1253712ImglIBlgalactose transport proteinl-

12537 13lgalSIDNA-binding transcriptional repressorl-

12537 14lyeiBlhypothetical proteinl-

12537 15IfolEIGTP cyclohydrolase II-

12537 16lyeiGlputative esterasel+

1253717ISTM2195Iputative transcriptional regulatorl-
1253718ISTM2196Iputative L-serine dehydratasel-
1253719ISTM2197Iputative phosphoserine phosphatasel+
1253720ISTM2198lputative regulatory proteinl+

125372 1IcirAlferric iron-catecholate outer membrane transporterl-
1253722llysPllysine transporterl-

1253723lyeiElputative DNA-binding transcriptional regulatorl-
1253724lyeiHIputative inner membrane proteinl+
1253725Infolendonuclease IVI+

1253726IfruAlfructose-specific PTS system IIBC componentl-
12537271fruKl1-phosphofructokinasel-



STM2206_692_726
STM2208_536_570
STM2209.1¢c_93_127
STM2212_513_547
STM2213_289_323
STM2214_457_491
STM2215_942_976
STM2216_1655_1689

STM2217_752_786

STM2218_731_765

STM2219_1359_1393
STM2220_17_51
STM2221_960_994
STM2222_193_227
STM2223_954_988
STM2224_69_103
STM2225_273_307
STM2226_265_299
STM2227_117_151
STM2228_794_828
STM2230.1c_121_155
STM2232_1399_1433
STM2233_53_87
STM2235_339_373
STM2236_65_99
STM2237_65_99
STM2238_369_403
STM2239_113_147
STM2240_457_491
STM2241_1920_1954
STM2242_13_47
STM2243_673_707
STM2244_87_122
STM2245_289_323

0.03
0.50
0.04
0.04
0.01
0.00
0.01
0.02

0.02

0.03

0.01
0.04
0.09
0.83
0.16
0.03
0.01
0.02
0.04
0.04
0.82
0.02
0.01
0.00
0.01
0.02
0.23
0.02
0.02
0.32
0.06
0.25
0.03
0.00

-1.63
-1.07

1.29
-1.54
-1.61
-2.98

1.90
-1.71

2.73

1.24

1.75
-1.46
1.49
1.02
1.07
-1.92
-2.03
-2.18
-1.27
-1.26
-1.04
2.02
4.10
4.46
3.42
2.64
1.30
2.52
2.38
2.25
1.79
1.81
3.07
3.00

1253728lIfruFlfructose-specific PTS lIIA/HPr componentsl-
1253730ISTM2208Iputative inner membrane proteinl-
2673743I1STM2209.1clhypothetical proteinl-

1253734lyeiRlputative cobalamin biosynthetic proteinl+
1253735lyeillputative permeasel+

1253736Ispriputative lipoproteinl+

1253737Irtnlhypothetical proteinl+

1253738lyejAlputative ABC transporter periplasmic binding proteinl+
1253739lyejBlputative ABC-type dipeptide/oligopeptide/nickel transport
system permeasel+

1253740lyejElputative ABC-type dipeptide/oligopeptide/nickel transport
system permease component|+

125374 1lyejFlputative ABC-type transport system ATPase component|+
1253742lyejGlhypothetical proteinl-
1253743lbcrlbicyclomycin/multidrug efflux systeml-
1253744IrsuAl16S rRNA pseudouridylate synthase Al-
1253745lyejHIputative ATP-dependent helicasel+

1253746IrplYI50S ribosomal protein L25I+
12537471STM2225Iputative inner membrane proteinl-
1253748lyejKlnucleoid-associated protein NdpAl-
1253749lyejLIputative cytoplasmic proteinl+

1253750lyejMIputative hydrolasel+

1253752ISTM2230.1cIDNA polymerase V subunitl-
1253754loafAlO-antigen acetylasel+

1253755ISTM2233Iputative cytoplasmic proteinl-
12537571STM2235lhypothetical proteinl-
1253758ISTM2236lhypothetical proteinl-
1253759ISTM2237Iputative inner membrane proteinl-
1253760ISTM2238lhypothetical proteinl+
12537611STM2239Iputative phage antiterminatorl-
1253762ISTM2240lputative cytoplasmic proteinl-
1253763IsspH2lleucine-rich repeat proteinl-
1253764ISTM2242Iputative phage tail fiber proteinl-
1253765ISTM2243Iputative tail fiber protein of phagel-
1253766ISTM2244lvirulence proteinl+

12537671STM2245Iputative outer membrane proteinl-



STM2246_305_339

STM2247_884_918
STM2248/STM3813_355_38
STM2249/STM3814_1805_1
STM2252/STM3817_497_53
STM2253/STM3818_543_57
STM2255_9_43
STM2256_389_423
STM2257_73_107
STM2258_445_479
STM2259_2368_2402
STM2261_353_387
STM2262_193_227

STM2263_693_727

STM2264_281_315
STM2266_846_880
STM2267_746_780
STM2268_17_51

STM2269_2567_2601

STM2270_129_163

STM2271_2288_2322

STM2272_2350_2384
STM2273_468_502
STM2274_1087_1121
STM2275_497_531
STM2276_673_707
STM2277_2087_2121
STM2278_452_486
STM2279_145_179
STM2280_272_306
STM2281_129_163

0.37

0.63
0.00
0.11
0.92
0.01
0.58
0.83
0.35
0.02
0.05
0.73
0.00

0.13

0.22
0.05
0.02
0.90

0.22

0.06

0.09

0.02
0.26
0.17
0.00
0.03
0.35
0.03
0.09
0.03
0.22

-1.15

1.03
1.22
-1.23
-1.01
-1.71
1.07
-1.07
-1.15
1.44
-1.26
-1.11
2.67

-1.29

1.09
-1.16
-2.67
-1.01

-1.28

-1.48

1.39

-2.41
1.32
2.01
2.38
2.05
-1.23
1.40
-1.61
1.15
1.44

1253768InarPIDNA-binding response regulator in two-component regulatory
system with NarQ or NarXI|+

1253769IccmHIputative heme lyase subunitl-
1253770/1255340lccmG/ccmGlheme lyase/disulfide oxidoreductasel-
1253771/1255341|ccmF/ccmFlcytochrome c-type biogenesis proteinl-
1253774/1255344|lccmC/ccmClheme exporter proteinl-
1253775/1255345|ccmB/ccmBlheme exporter proteinl-
1253777InapClcytochrome c-type protein NapCl-
1253778lnapBldiheme cytochrome c550I-

1253779InapHlquinol dehydrogenase membrane componentl-
1253780InapGlquinol dehydrogenase periplasmic component|-

125378 1InapAlperiplasmic nitrate reductasel-
1253783InapFlferredoxin-type proteinl-

1253784lecolecotin precursorl+

1253785lyojlimultidrug transporter membrane component/ATP-binding
component|-

1253786lalkBIDNA repair system proteinl-

1253788lapbElthiamine biosynthesis lipoprotein ApbEl-
1253789lompClouter membrane porin protein Cl-
1253790ImicFlmisc_RNAI-

1253791lyojNIphosphotransfer intermediate protein in two-component
regulatory system with RcsBCl+

1253792IrcsBIDNA-binding response regulator in two-component regulatory
system with RcsC and YojNI+

1253793IrcsClhybrid sensory kinase in two-component regulatory system with
RcsB and YojNI-

1253794IgyrAIDNA gyrase subunit Al-

1253795ISTM227 3lputative dehydratasel-

1253796ISTM2274lputative permeasel-

1253797ISTM227 5Iputative regulatory proteinl+
1253798lubiGl3-demethylubiquinone-9 3-methyltransferasel+
1253799InrdAlribonucleotide-diphosphate reductase subunit alphal+
1253800InrdBlIribonucleotide-diphosphate reductase subunit betal+
1253801lyfaEl2Fe-2S ferredoxin YfaEl+

1253802ISTM2280Iputative permeasel-

1253803ISTM2281Iputative transcriptional regulator|+



STM2282_840_874

STM2283_1080_1114

STM2284_758_792
STM2285_517_551
STM2286_368_402
STM2287_817_851
STM2288_34_68

STM2289_577_611
STM2290_867_901
STM2291_347_381
STM2292_193_227
STM2293_806_840
STM2294_17_51

STM2295_205_239
STM2296_513_547

STM2297_533_567

STM2298_833_867

STM2299_1816_1850

STM2300_577_611

STM2301_1416_1450

STM2302_181_215
STM2303_269_303
STM2304_105_139

STM2305_1081_1115

STM2306_561_595
STM2307_129_163
STM2308_113_147

STM2309_896_930

STM2311_169_203
STM2312_81_115
STM2313_433_467
STM2314_67_101

0.01
0.21
0.00
0.00
0.00
0.14
0.01
0.02
0.05
0.02
0.00
0.28
0.03
0.13
0.19

0.03

0.02

0.02

0.13
0.02
0.87
0.00
0.01
0.01
0.10
0.05
0.03

0.03

0.81
0.62
0.01
0.43

-11.80
-1.43
-14.13
-8.86
-6.04
3.14
-1.68
-1.94
-1.41
-2.36
-2.30
1.10
2.31
-1.21
1.43

1.52

1.49

1.86

1.14
-1.54
-1.02

1.43
4.17
-1.65

1.14
-1.19
-2.26

-1.64

-1.03
-1.04
-1.49
-1.08

1253804IglpQlglycerophosphodiester phosphodiesterasel-
1253805IglpTIsn-glycerol-3-phosphate transporterl-
1253806IglpAlsn-glycerol-3-phosphate dehydrogenase subunit Al+
1253807IglpBlanaerobic glycerol-3-phosphate dehydrogenase subunit Bl+
1253808IglpClsn-glycerol-3-phosphate dehydrogenase subunit Cl+
1253809IsseLldeubiquitinasel+

1253810ISTM2288lputative cytoplasmic proteinl-
12538111STM2289Iputative aldolasel-

125381 2lyfaViputative transport proteinl-

125381 3lyfaWlputative galactonate dehydratasel-
1253814lyfaXlputative transcriptional regulatorl-
1253815ISTM2293Icompetence damage-inducible protein Al-
1253816lyfaZlputative inner membrane proteinl-

1253817lyfaOlputative NTP pyrophosphohydrolasel+

125381 8laislaluminum-inducible proteinl-
1253819lyfbEIUDP-4-amino-4-deoxy-L-arabinose--oxoglutarate
aminotransferasel+

1253820IlpmrFlundecaprenyl phosphate 4-deoxy-4-formamido-L-arabinose
transferasel+

1253821lyfbGlbifunctional UDP-glucuronic acid decarboxylase/UDP-4-amino-4-
deoxy-L-arabinose formyltransferasel+

1253822ISTM2300Iputative cytoplasmic proteinl+
1253823larnTl4-amino-4-deoxy-L-arabinose transferasel+
1253824ISTM2302Iputative inner membrane proteinl+
1253825ISTM2303lhypothetical proteinl+

1253826lpmrDIpolymyxin resistance protein BI-
1253827ImenEIlO-succinylbenzoic acid--CoA ligasel-
1253828ImenClO-succinylbenzoate synthasel-
1253829ImenBlnaphthoate synthasel-

1253830lyfbBlacyl-CoA thioester hydrolase YfbBI-

125383 1ImenDI2-succinyl-6-hydroxy-2 4-cyclohexadiene-1-carboxylic acid
synthase/2-oxoglutarate decarboxylasel-

1253833lelaBlhypothetical proteinl-

1253834lelaAlhypothetical proteinl-

125383 5lelaClribonuclease ZI+

1253836ISTM2314|putative chemotaxis signal transduction proteinl+



STM2315_1263_1297
STM2316.S_971_1005
STM2317_915_949
STM2318_1639_1673
STM2319_163_197
STM2320_65_99
STM2321_441_475
STM2322_929_963
STM2323.S5_2568_2602
STM2324_1155_1189
STM2325_213_247
STM2326_820_854
STM2327_417_451
STM2328_129_163
STM2329_41_75
STM2330_385_419
STM2331_232_266
STM2332_193_227
STM2333_988_1022
STM2334_33_67
STM2335_297_331
STM2336_257_291
STM2337_460_494
STM2338_1626_1660
STM2340_673_707
STM2341_225_259
STM2342_527_561

STM2344_265_299

STM2345_21_55
STM2346_9_43
STM2347_97_131
STM2348_345_379
STM2349_385_419
STM2350_385_419
STM2351_353_387

0.01
0.01
0.01
0.01
0.01
0.00
0.06
0.01
0.00
0.67
0.98
0.60
0.11
0.05
0.13
0.01
0.29
0.06
0.77
0.27
0.03
0.43
0.02
0.37
0.02
0.00
0.01

0.02

0.05
0.01
0.08
0.02
0.17
0.07
0.00

1.62
-2.18
-1.41
-1.73
-2.01
-2.24
-1.45
-1.57
-2.06

1.03
-1.00
-1.08
-1.25
-1.26

2.53

2.23

1.12

1.98
-1.03

1.24

1.54

1.05

1.47

1.24
-2.02
-4.17
-3.77

-1.85

1.32
-1.51
-1.33
2.95
1.24
1.23
-1.28

1253837lyfbKlhypothetical proteinl-
1253838InuoNINADH dehydrogenase subunit NI-
1253839InuoMINADH dehydrogenase subunit MI-
1253840InuoLINADH dehydrogenase subunit LI-
125384 1InuoKINADH dehydrogenase subunit Kl-
1253842InuoJINADH dehydrogenase subunit JI-
1253843InuolINADH dehydrogenase subunit II-
1253844InuoHINADH dehydrogenase subunit HI-
1253845InuoGINADH dehydrogenase subunit Gl-
1253846InuoFINADH dehydrogenase | subunit FI-
1253847InuoEINADH dehydrogenase subunit El-

1253848InuoClbifunctional NADH:ubiquinone oxidoreductase subunit C/DI-

1253849InuoBINADH dehydrogenase subunit Bl-
1253850InuoAINADH dehydrogenase subunit Al-
1253851ISTM2329Iputative cytoplasmic proteinl-
1253852IllrhAINADH dehydrogenase transcriptional repressor|-
1253853lyfbQlaminotransferase AlaTl+
1253854ISTM2332lhypothetical proteinl+
1253855lyfbSIputative response regulatorl-
1253856lyfbTlputative phosphatasel-
1253857lyfbUlhypothetical proteinl-
1253858ISTM2336lhypothetical proteinl-
1253859lackAlacetate kinasel+

1253860Iptalphosphate acetyltransferasel+
1253862ISTM2340Iputative transketolasel-
1253863ISTM2341|putative transketolasel-
1253864lulaAlascorbate-specific PTS system enzyme IICI-
1253866ISTM2344Iputative phosphotransferase system enzyme Il A
component|-

1253867ISTM2345Iputative transcriptional regulator|+
1253868ISTM2346lputative NTP pyrophosphohydrolasel-
1253869lyfcElphosphodiesterasel-

1253870lyfcFlputative glutathione S-transferasel-

125387 1lyfcGlputative glutathione S-transferasel+
1253872lyfcHIputative sugar nucleotide epimerasel+

125387 3lhisPlhistidine/lysine/arginine/ornithine transporter subunitl-



STM2352_577_611 0.30 1.20 1253874lhisMlhistidine/lysine/arginine/ornithine transport proteinl-

STM2353_209_243 0.01 -1.51 1253875lhisQlhistidine/lysine/arginine/ornithine transport proteinl-
STM2354_81_115 0.00 -3.61 1253876lhisJlhistidine transport proteinl-
STM2355_269_303 0.03 -2.08 1253877largTllysine/arginine/ornithine transport proteinl-
STM2356_377_411 0.79 1.03 1253878lubiX|3-octaprenyl-4-hydroxybenzoate carboxy-lyasel-
STM2357_870_904 0.00 -1.41 1253879ISTM2357Iputative amino acid transporterl-
STM2358_617_651 0.90 1.02 1253880ISTM2358Iputative cytoplasmic proteinl-
STM2359_1079_1113 0.02 1.70 12538811STM2359Iputative amino acid transporterl-
STM2360_871_905 0.02 1.60 1253882ISTM2360Iputative diaminopimelate decarboxylasel-
STM2361_629_663 0.48 -1.32 1253883ISTM2361Iputative regulatory proteinl+
STM2362_1031_1065 0.01 -3.34 1253884lpurFlamidophosphoribosyltransferasel-
STM2363_133_167 0.03 -2.25 1253885IcvpAlcolicin V production proteinl-
STM2364_273_307 0.19 1.14 1253886ldedDlhypothetical proteinl-
STM2365.1038_1072 0.04 1,66 ;5nii§§e7llfoldbifunctional folylpolyglutamate synthase/ dihydrofolate
STM2366_129_163 0.04 -1.32 1253888laccDlacetyl-CoA carboxylase subunit betal-
STM2367_257_291 0.09 1.28 1253889ldedAlhypothetical proteinl-
STM2368_561_595 0.59 -1.04 1253890ItruAltRNA pseudouridine synthase Al-
STM2369_527_561 0.17 -1.28 125389 1lusglhypothetical proteinl-
STM2371_723_757 0.01 -1.80 1253893Iflklpredicted flagella assembly proteinl+
STM2372_332_366 0.01 -1.96 1253894ISTM2372lhypothetical proteinl-
STM2373_65_99 0.40 1.44 1253895ISTM2373Iputative cytoplasmic proteinl-
STM2374_65_99 0.02 2.92 1253896ISTM2374lputative regulatory proteinl+
STM2376_177_211 0.60 -1.02 1253898ISTM2376lputative periplasmic proteinl+
STM2377_257_291 0.02 2.01 1253899ISTM2377Iputative inner membrane proteinl-
STM2378_504_538 0.12 -1.14 1253900IfabBI3-oxoacyl-(acyl carrier protein) synthase II-
STM2379_1610_1644 0.01 1.66 1253901 ImnmCI5-methylaminomethyl-2-thiouridine methyltransferasel+
STM2380_33_67 0.29 -1.29 1253902lyfcLlputative cytoplasmic proteinl-
STM2381_129_163 0.46 -1.09 1253903lyfcMIputative cytoplasmic proteinl-
STM2382_513_547 0.40 -1.09 1253904lyfcAlhypothetical proteinl-
STM2383_417_451 0.10 -1.13 1253905ImepAlpenicillin-insensitive murein endopeptidasel-
STM2384_487_521 0.02 1.74 1253906laroClchorismate synthasel-
STM2385._129._163 0.07 157 1253907IyfcBINS-glutamine S-adenosyl-L-methionine-dependent
methyltransferasel-
STM2386_193_227 0.04 1.95 1253908lyfcNlhypothetical proteinl+

STM2387_321_355 0.02 1.90 1253909IsixAlphosphohistidine phosphatasel-



STM2388_1853_1887
STM2390_177_211
STM2391_1051_1085
STM2392_641_675
STM2393_593_627
STM2394_31_65
STM2395_353_387
STM2396_569_603
STM2397_1968_2002
STM2398_915_949
STM2399_1065_1099
STM2400_189_223
STM2401_699_733
STM2402_720_754
STM2403_129_163
STM2404_1101_1135
STM2405_862_896
STM2406_881_915
STM2407_97_131
STM2408_691_725
STM2409_908_942
STM2410_1575_1609
STM2413_33_67
STM2414_137_171
STM2415_593_627
STM2420_161_195
STM2420.1n_8_46
STM2421_514_548
STM2423_321_355
STM2424_577_611
STM2425_17_51
STM2426_24_58
STM2427_1753_1787
STM2428_97_131
STM2429_649_683
STM2430_265_299

0.63
0.00
0.00
0.28
0.28
0.43
0.01
0.00
0.00
0.05
0.00
0.69
0.03
0.10
0.78
0.01
0.04
0.01
0.31
0.07
0.00
0.16
0.04
0.00
0.71
0.51
0.69
0.11
0.08
0.13
0.61
0.03
0.79
0.05
0.94
0.28

1.06
3.95
-26.78
-1.14
1.18
1.52
2.81
-2.53
-2.50
-1.34
-2.72
1.04
1.71
-1.49
-1.03
-1.11
1.44
1.74
1.09
-1.39
-4.12
-1.13
-2.50
-1.87
-1.06
1.12
1.48
1.59
1.56
1.73
1.07
-1.23
-1.07
1.25
1.01
1.59

1253910IfadJImultifunctional fatty acid oxidation complex subunit alphal-
125391 2lyfcZlputative cytoplasmic proteinl-

125391 3IfadLllong-chain fatty acid outer membrane transporter|+
1253914lvaclllipoprotein precursorl-

1253915lyfdClhypothetical proteinl+

1253916largWItRNAl+

1253917IpgtElouter membrane proteasel-
1253918lpgtAlactivatorl-

1253919IpgtBlphosphoglycerate transport system sensor proteinl-
1253920IpgtClphosphoglycerate transport regulatory protein precursorl-
125392 1IpgtPltransporter!+

1253922ISTM2400lputative inner membrane proteinl-
1253923Iddgllipid A biosynthesis palmitoleoyl acyltransferasel+
1253924lyfdZlaminotransferasel-

1253925Iglklglucokinasel-

1253926ISTM2404lhypothetical proteinl+
12539271STM2405lindolepyruvate decarboxylasel-
1253928ISTM2406Iputative oxidoreductasel+
1253929lypeClputative periplasmic proteinl+
1253930ImntHImanganese transport protein MntHI-

125393 1InupClnucleoside transportl+

1253932lyfeAlhypothetical proteinl-

1253935lyfeClputative negative regulatorl+
1253936lyfeDlputative negative regulatorl+
1253937IgltXIglutamyl-tRNA synthetasel-
1253942IxapRIDNA-binding transcriptional activator|-
2673749ISTM2420.1nlhypothetical proteinl-

125394 3IxapBlxanthosine permeasel-

1253945lyfeNIhypothetical proteinl+

1253946lyfeRlIputative transcriptional regulatorl-
1253947lyfeHIputative Na+-dependent transporter|+
1253948ISTM2426Iputative cytoplasmic proteinl-
1253949IligAINAD-dependent DNA ligase LigAl-
1253950IzipAlcell division protein ZipAl-

1253951IcysZlputative sulfate transport protein CysZl+
1253952IcysKlcysteine synthase Al+



STM2431_209_243

STM2432_1657_1691

STM2433_241_275
STM2434_123_157
STM2435_321_355
STM2436_422_456
STM2437_129_163
STM2438_141_175
STM2439_89_123

STM2440_849_883
STM2441_163_197
STM2442_105_139
STM2443_425_459
STM2444_338_372
STM2445_513_547
STM2446_113_147
STM2447_417_451
STM2448_385_419

STM2449.5_105_139

STM2450_705_739
STM2451_617_651

STM2453_983_1017

STM2454_118_152
STM2455_81_115

STM2456_545_579
STM2457_301_335

STM2458_1067_1101

STM2459_597_631

STM2460_1092_1126

STM2461_933_967
STM2462_345_379
STM2464_233_267
STM2465_37_71

STM2466_346_380
STM2468_497_531

0.34

0.01
0.27
0.02
0.24
0.94
0.01
0.02
0.64
0.06
0.91
0.59
0.15
0.18
0.00
0.16
0.02
0.04
0.09
0.13
0.10
0.72
0.01
0.01
0.01
0.69
0.18
0.61
0.40
0.19
0.05
0.06
0.03
0.06
0.17

.53
27
.90
45
.02
.62
2.15
1.15
-1.84
-1.05
1.27
1.93
1.93
-8.21
-1.28
.85
.34
.46
45
.78
.03
-1.97
-1.76
-1.80
1.14
-1.09
1.07
1.11
1.12
-1.35
-1.10
-1.44
-1.68
-1.42

_ ) ) )

1253953IptsHIphosphohistidinoprotein-hexose phosphotransferase component
of PTS system (Hpr)l+
1253954Iptsliphosphoenolpyruvate-protein phosphotransferasel+
1253955Icrriglucose-specific PTS system component|+
1253956ISTM2434|putative cytoplasmic proteinl-
1253957IpdxKlpyridoxal kinasel-

1253958IptsJiputative regulatory proteinl+
1253959lyfellglutamine amidotransferasel+
1253960lyfeKlhypothetical proteinl+

125396 1lyfelLlputative membrane carboxypeptidasel+
1253962IcysMicysteine synthase Bl-
1253963IcysAlsulfate/thiosulfate transporter subunitl-
1253964IcysWilsulfate/thiosulfate transporter permease subunitl-
1253965IcysUIsulfate/thiosulfate transporter subunitl-
1253966IcysPlthiosulfate transporter subunitl-
1253967lucpAlshort chain dehydrogenasel-
1253968ISTM2446Iputative iron-dependent peroxidasel-
1253969ISTM2447|hypothetical proteinl-

1253970lyfeZlputative inner membrane proteinl-
12539711STM2449.SIputative acetyltransferasel-
1253972lamiAIN-acetylmuramoyl-l-alanine amidase I+

125397 3lhemFlcoproporphyrinogen lll oxidasel+
1253975ISTM2453Iputative cytoplasmic proteinl+
1253976leutRltranscriptional regulator EutR|-
1253977leutKlputative carboxysome structural proteinl-
1253978leutLlputative carboxysome structural proteinl-
1253979leutClethanolamine ammonia-lyase small subunitl-
1253980leutBlethanolamine ammonia-lyase heavy chainl-
125398 1leutAlreactivating factor for ethanolamine ammonia lyasel-
1253982leutHIputative transport proteinl-
1253983leutGlputative transport proteinl-
1253984leutJlethanolamine utilization proteinl-
1253986leutNIputative detox proteinl-

1253987leutMIputative detox proteinl-
1253988leutDIphosphotransacetylasel-

1253990leutQlputative ethanolamine utilization proteinl-



STM2469_233_267
STM2470_177_211
STM2472_2177_2211
STM2473_321_355
STM2474_1642_1676
STM2475_161_195
STM2476_557_591
STM2477_257_291
STM2478_588_622
STM2479_1379_1413
STM2480_846_880
STM2481_2307_2341
STM2482_241_275
STM2483_721_755
STM2484_41_76
STM2485_1256_1290
STM2486_529_563
STM2487_65_99
STM2488_692_726
STM2489_257_291
STM2490_161_195
STM2491_21_55
STM2492_161_195
STM2493_997_1031
STM2494_849_883
STM2495_249_283
STM2496_257_291
STM2497_803_837
STM2498_65_99
STM2499.S_790_824
STM2500_481_515
STM2501_1132_1166
STM2502_607_641
STM2506_34_68
STM2508_257_291
STM2509_25_59

0.02
0.11
0.00
0.04
0.14
0.01
0.13
0.56
0.09
0.08
0.14
0.03
0.50
0.06
0.05
0.04
0.12
0.02
0.24
0.66
0.04
0.03
0.00
0.01
0.21
0.62
0.63
0.95
0.01
0.00
0.01
0.04
0.54
0.01
0.05
0.01

1.85
1.19
-3.24
1.57
-1.22
1.98
2.04
1.12
-1.26
1.88
-1.52
-1.49
1.03
-1.41
-1.48
-1.24
1.28
-4.24
-1.12
-1.02
-1.21
1.80
-1.46
-1.51
1.28
-1.08
-1.05
-1.01
1.71
-4.88
-2.41
1.39
-1.05
2.03
1.21
1.95

1253991 leutPlputative ethanolamine utilization proteinl-
1253992leutSIputative carboxysome structural proteinl-
1253994ImaeBImalic enzymel-

1253995ItalAltransaldolase Al+
1253996ItktBltransketolasel+

1253997ISTM247 5Iputative cytoplasmic proteinl-
1253998lypfGlputative periplasmic proteinl-
1253999lyffHIputative pyrophosphohydrolasel-
1254000ISTM2478lhypothetical proteinl+
1254001laegAlputative oxidoreductase Fe-S binding subunitl-
1254002InarQlnitrate/nitrite sensor protein NarQl+
1254003lacrDlaminoglycoside/multidrug efflux systeml+
12540041yffBlhypothetical proteinl+
1254005IdapElsuccinyl-diaminopimelate desuccinylasel+
1254006ISTM2484Iputative inner membrane proteinl+
1254007lypfliputative acetyltransferasel-
1254008ISTM2486Iputative inner membrane proteinl-
1254009IpurClphosphoribosylaminoimidazole-succinocarboxamide synthasel-
1254010InlpBllipoproteinl-

125401 1ldapAldihydrodipicolinate synthasel-

125401 2IgcvRIglycine cleavage system transcriptional repressorl+
125401 3lbcplthioredoxin-dependent thiol peroxidasel+
1254014ISTM2492Iputative glycerate kinasel-

125401 5IperMIputative permeasel-
1254016ISTM2494lhypothetical proteinl+
1254017lyfgDlputative arsenate reductasel+
1254018IlyfgEIDNA replication initiation factorl-
1254019luraAluracil transporterl-

1254020luppluracil phosphoribosyltransferasel-

125402 1IpurMiphosphoribosylaminoimidazole synthetasel+

125402 2IpurNIphosphoribosylglycinamide formyltransferasel+
125402 3Ippklpolyphosphate kinasel+
1254024Ippxlexopolyphosphatasel+
1254028ISTM2506Iputative inner membrane proteinl+
1254030ISTM2508Iputative cytoplasmic proteinl+
1254031ISTM2509Iputative transposasel-



STM2510_1379_1413 0.17 -1.36 1254032IguaAlbifunctional GMP synthase/glutamine amidotransferase proteinl-

STM2511_1236_1270 0.05 -4.01 125403 3IguaBlinositol-5-monophosphate dehydrogenasel-
STM2512_959_993 0.04 2.21 1254034IxseAlexodeoxyribonuclease VI large subunitl+
STM2513_5569_5603 0.08 -1.23 1254035IshdAlAIDA autotransporter-like proteinl-
STM2514_6885_6919 0.51 -1.20 1254036IratBlputative outer membrane proteinl-
STM2515_4983_5017 0.10 1.23 1254037IratAlputative outer membrane proteinl-

STM2518_65_99 0.09 1.23 1254040lyfgJiputative cytoplasmic proteinl-
STM2519_1306_1340 0.93 -1.02 12540411engAlGTP-binding protein EngAl-

STM2520_780_814 0.06 -1.63 1254042lyfgLlouter membrane protein assembly complex subunit YfgLl-
STM2521_553_587 0.90 -1.02 1254043lyfgMIputative inner membrane proteinl-
STM2522_404_438 0.21 -1.23 12540441hisSlhistidyl-tRNA synthetasel-

STM2523_120_154 0.81 -1.05 1254045lispGl4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthasel-
STM2524_934_968 0.07 -1.25 1254046lyfgAlhypothetical proteinl-

STM2525_1096_1130 0.03 -2.09 1254047lyfgBlhypothetical proteinl-

STM2526_321_355 0.00 -7.48 1254048Indklnucleoside diphosphate kinasel-

STM2527_177_211 0.83 -1.03 1254049ISTM2527Iputative polyferredoxinl-

STM2528_577_611 0.03 -1.44 1254050ISTM2528Iputative dimethylsulfoxide reductasel-
STM2529_489_523 0.03 1.32 12540511STM2529Iputative anaerobic dimethylsulfoxide reductasel-
STM2530_2079_2113 0.11 -1.21 1254052ISTM2530lIputative anaerobic dimethylsulfoxide reductasel-
STM2531_1445_1479 0.02 -1.62 1254053IpbpClpenicillin-binding protein 1CI-
STM2532_4096_4130 0.00 -2.75 1254054ISTM2532|putative inner membrane lipoproteinl-
STM2533_609_643 0.17 -1.46 1254055IsseAl3-mercaptopyruvate sulfurtransferasel+
STM2534_513_547 0.05 2.77 1254056ISTM2534Iputative cytoplasmic proteinl+
STM2535_385_419 0.38 -1.22 1254057IsseBlenhanced serine sensitivity proteinl-
STM2536_301_335 0.71 -1.05 1254058IpepBlaminopeptidase Bl-

STM2537_65_99 0.03 3.31 1254059lyfhJlhypothetical proteinl-

STM2538_297_331 0.04 4.09 1254060Ifdxlelectron carrer proteinl-

STM2539_1060_1094 0.03 3.82 125406 1lhscAlchaperone protein HscAl-

STM2540_273_307 0.04 4.00 1254062lhscBlco-chaperone HscBI-

STM2541_169_203 0.04 3.10 1254063liscAliron-sulfur cluster assembly proteinl-
STM2542_57_91 0.02 7.57 1254064InifUlscaffold proteinl-

STM2543_1112_1146 0.04 4.25 1254065InifSIcysteine desulfurasel-

STM2544_17_51 0.01 5.74 1254066lyfhPIDNA-binding transcriptional repressorl-
STM2545_385_419 0.06 1.55 12540671STM2545Iputative rRNA methylasel-

STM2546_673_707 0.04 -1.63 1254068IsuhBlinositol monophosphatasel+

STM2547_385_419 0.10 1.15 1254069ISTM2547Iputative hydrolasel+



STM2548_717_751
STM2549_577_611
STM2550_271_305
STM2551_689_723
STM2552_353_387
STM2553_855_889
STM2554_157_191
STM2555_1063_1097
STM2556_264_298
STM2557_1458_1492
STM2558_1117_1151
STM2559_1498_1532
STM2561_209_243
STM2562_467_501
STM2563_689_723
STM2564_1196_1230
STM2566_97_131
STM2567_802_836
STM2568_257_291
STM2569_289_323
STM2570_877_911
STM2571_17_51
STM2572_225_259
STM2573_577_611
STM2574_582_616
STM2575_641_675
STM2576_97_131
STM2577_17_51
STM2578_385_419
STM2579_521_555
STM2580_17_51
STM2581_337_371
STM2582_545_579
STM2583_1249_1283
STM2584_1339_1374
STM2585_489_523

0.02
0.47
0.06
0.06
0.49
0.00
0.02
0.02
0.00
0.17
0.92
0.00
0.67
0.36
0.91
0.01
0.03
0.01
0.50
0.03
0.02
0.12
0.02
0.11
0.14
0.37
0.01
0.70
0.36
0.13
0.24
0.57
0.01
0.27
0.01
0.01

1.70
1.12
1.41
-1.57
-1.08
-4.52
-1.35
-1.67
-3.03
1.36
1.01
2.84
-1.09
-1.14
-1.03
1.30
1.73
1.57
-1.08
1.59
1.51
-1.23
1.80
-1.25
1.32
1.07
-1.74
1.07
1.16
1.07
-1.14
-1.07
1.34
-1.17
2.66
5.76

1254070lasrAlanaerobic sulfide reductasel+

125407 1lasrBlanaerobic sulfite reductase subunit Bl+
125407 2lasrClanaerobic sulfide reductasel+
1254073ISTM255 1Iputative inner membrane proteinl-
1254074ISTM2552Ihypothetical proteinl-

125407 5IcsiElstationary phase inducible protein CsiEl+
1254076lhcaTlputative 3-phenylpropionic acid transporterl-
1254077IglyAlserine hydroxymethyltransferasel-

125407 8lhmpAlnitric oxide dioxygenasel+
1254079IcadCIDNA-binding transcriptional activatorl+
1254080IcadBlpredicted lysine/cadaverine transporterl+
125408 1IcadAllysine decarboxylase 11+
1254083lgInBlregulatory protein P-IIl-
1254084lyfhAlputative transcriptional regulator|-
1254085lyfhGlhypothetical proteinl-

1254086lyfhKlputative sensor kinasel-
1254088ISTM2566Iputative periplasmic proteinl+
1254089lyfhDlputative transglycosylasel+
1254090lyfhCItRNA-specific adenosine deaminasel-

125409 1lyfhBlhypothetical proteinl-
1254092ISTM2570lputative phosphotransferase system IIB componentl-
1254093ImurQIN-acetylmuramic acid-6-phosphate etherasel-
1254094lyfhHIputative DNA-binding transcriptional regulatorl+
1254095ISTM257312-dehydropantoate 2-reductasel-
1254096ISTM2574Iputative permeasel-

1254097ISTM257 5Iputative transcriptional regulator|+
1254098lyfhLlputative ferredoxinl+
1254099lacpSl4'-phosphopantetheinyl transferasel-
1254100IpdxJlpyridoxal phosphate biosynthetic protein PdxJI-
1254101IrecOIDNA repair protein RecOl-
1254102leralGTP-binding protein Eral-
1254103Irnclribonuclease llil-

1254104llepBlisignal peptidase Il

1254105llepAlGTP-binding protein LepAl-
1254106lgogBlleucine-rich repeat proteinl+
1254107ISTM2585Itransposase-like proteinl+



STM2585A_148_183
STM2586_436_471
STM2587_105_139
STM2589_2890_2924
STM2590_177_211
STM2591_293_327
STM2592_385_419
STM2593_113_147
STM2594_2615_2649
STM2595_161_195
STM2596_92_126
STM2597_375_409
STM2598_129_163
STM2599_612_646
STM2600_321_355
STM2601_220_254
STM2602_193_227
STM2603_606_640
STM2604_7_41
STM2605_674_708
STM2606_1446_1480
STM2607_81_115
STM2608_1749_1783
STM2610_201_235
STM2611.S_78_113
STM2612_357_391
STM2613_88_122
STM2614_99_133
STM2615_25_59
STM2616_441_475
STM2617_289_323
STM2618_73_107
STM2619_439_473
STM2620_532_566
STM2622_56_95
STM2629_148_183

0.00
0.07
0.08
0.04
0.06
0.10
0.05
0.06
0.09
0.02
0.26
0.02
0.02
0.03
0.02
0.02
0.05
0.03
0.07
0.27
0.05
0.01
0.05
0.54
0.02
0.16
0.02
0.08
0.01
0.33
0.07
0.11
0.03
0.69
0.04
0.02

3.72
2.39

41
.69
42
.78
.52

_ ) ) )

2.87
1.55
2.37
2.37
1.85
2.39
2.21
2.21
2.39
1.82
1.47
1.82
1.55
2.01
1.12
2.01
1.35
2.82
1.30
2.47
-1.15
1.79
1.61
2.61
1.07
1.43
2.00

1254108ISTM2585A|PagK-like proteinl+
1254109ISTM2586Iphage tail assembly-like proteinl-
1254110ISTM2587Iphage tail assembly-like proteinl-
1254112ISTM2589lhost specificity protein-J-likel-
1254113ISTM2590Itail assembly protein I-likel-
1254114ISTM2591Itail assembly protein K-likel-
1254115ISTM2592Iphage tail component L-like proteinl-
1254116ISTM2593Iphage tail component M-like proteinl-
12541171STM2594Iphage tail component H-like proteinl-
1254118ISTM2595Iminor tail-like proteinl-
1254119ISTM2596Iminor tail-like proteinl-
1254120ISTM2597Imajor tail-like proteinl-
12541211STM2598lhypothetical proteinl-
1254122ISTM2599Iputative virulence proteinl+
1254123ISTM2600Iminor tail protein Z-likel-
1254124ISTM2601Iminor capsid protein FllI-
1254125ISTM2602IDNA packaging-like proteinl-
1254126ISTM2603Iphage head-like proteinl-
12541271STM2604Iphage head-like proteinl-
1254128ISTM2605lhead-tail preconnector-like proteinl-
1254129ISTM2606lhead-tail preconnector-like proteinl-
1254130ISTM2607Ihead-to-tail joining-like proteinl-
1254131ISTM2608lterminase-like large proteinl-
1254133ISTM2610lhypothetical proteinl+
1254134ISTM261 1.Slendopeptidase-like proteinl-
1254135ISTM2612Imorphogenesis-like proteinl-
1254136ISTM261 3lhypothetical proteinl-
1254137ISTM2614lhypothetical proteinl+
1254138ISTM2615I1tRNAI-

1254139ISTM261 6lantirepressor-like proteinl-
1254140ISTM261 7lantiterminator-like proteinl-
12541411STM261 8lhypothetical proteinl-
1254142ISTM2619lhypothetical proteinl-
1254143ISTM2620lhypothetical proteinl-
1254145ISTM2622lhypothetical proteinl-
1254152ISTM2629lhypothetical proteinl+



STM2630_108_142 0.12 1.30 1254153ISTM2630lhypothetical proteinl+

STM2631_180_214 0.03 1.26 1254154ISTM2631lhypothetical proteinl+

STM2635_81_115 0.05 1.86 1254158ISTM2635lexcisionase-like proteinl+
STM2636_1031_1065 0.40 -1.03 1254159ISTM2636lintegrase-like proteinl-
STM2637_121_155 0.01 2.36 1254160IrseClSoxR reducing system protein RseCl-
STM2638_769_803 0.55 1.06 1254161IrseBlperiplasmic negative regulator of sigmaEl-
STM2639_193_227 0.08 1.28 1254162IrseAlanti-RNA polymerase sigma factor SigEl-
STM2640_417_451 0.05 1.24 1254163IrpoEIRNA polymerase sigma factor RpoEl-
STM2641_912_946 0.78 -1.06 1254164InadBIL-aspartate oxidasel+

STM2642_449_483 0.07 -1.37 1254165lyfiClputative transferasel-

STM2643_504_538 0.02 -1.47 1254166IsrmBIATP-dependent RNA helicase SrmBIl+
STM2644_529_563 0.00 2.10 1254167IlyfiElputative transcriptional regulator|-
STM2645_97_131 0.17 -1.58 1254168lyfiKlneutral amino-acid efflux proteinl+
STM2647_353_387 0.45 1.09 1254170lungluracil-DNA glycosylasel+

STM2648_839_873 0.86 -1.02 125417 1lyfiFlpredicted methyltransferasel-
STM2649_129_163 0.03 1.53 125417 21trxClthioredoxin 2|+

STM2650_529_563 0.00 -1.62 1254173lyfiPlputative cytoplasmic proteinl+
STM2651_2494_2528 0.05 -1.57 1254174lyfiQlputative acetyl-CoA synthetasel+
STM2652_421_455 0.00 -2.25 125417 5IpssAlphosphatidylserine synthasel+
STM2653_101_135 0.00 -1.66 12541 76lyfiMlhypothetical proteinl+

STM2654_815_849 0.02 -1.64 1254177lkgtPlalpha-ketoglutarate transporter|-
STM2655_401_435 0.16 1.58 1254178ISTM2655Iputative cytoplasmic proteinl-
STM2660_1719_1753 0.05 1.65 1254183IclpBlprotein disaggregation chaperonel-
STM2661_251_285 0.02 1.66 12541 84lyfiHIhypothetical proteinl-

STM2662_129_163 0.73 1.08 1254185IrluDI23S rRNA pseudouridine synthase DI-
STM2663_465_499 0.90 1.01 1254186lyfiOlpredicted lipoproteinl+

STM2664_45_79 0.04 3.08 1254187ISTM2664Ipseudol+

STM2665_33_67 0.01 -1.78 12541 88lyfiAltranslation inhibitor protein RaiAl+
STM2667_482_516 0.01 1.14 1254190IpheAlbifunctional chorismate mutase/prephenate dehydratasel+
STM2669_507_541 0.86 -1.10 1254192ItyrAlbifunctional chorismate mutase/prephenate dehydrogenasel-
STM2670_968_1002 0.61 -1.36 1254193laroFlphospho-2-dehydro-3-deoxyheptonate aldolasel-
STM2671_97_131 0.04 -1.44 1254194lyfiRlputative periplasmic proteinl+
STM2672_926_960 0.06 1.23 1254195lyfiNlputative diguanylate cyclase/phosphodiesterasel+
STM2673_289_323 0.02 -2.03 1254196IrpISI50S ribosomal protein L19I-
STM2674_385_419 0.02 -2.95 12541971trmDItRNA (guanine-N(1)-)-methyltransferasel-

STM2675_353_387 0.02 -2.62 1254198IrimMI16S rRNA-processing proteinl-



STM2676_49_83 0.02 -1.42 1254199IrpsPI30S ribosomal protein S16l-

STM2677_971_1005 0.09 1.32 1254200Iffhlsignal recognition particle proteinl-
STM2678_561_595 0.34 -1.27 1254201IcorElhypothetical proteinl+
STM2679_454_488 0.31 1.40 1254202lyfiDIhypothetical proteinl+
STM2680_177_211 0.01 1.33 1254203ISTM2680Iputative cytoplasmic proteinl+
STM2681_257_291 0.49 1.26 1254204IgrpElheat shock protein GrpEl-
STM2682_7_41 0.03 1.94 2673728ISTM2682|-I-

STM2683_641_675 0.02 1.91 1254206IppnKlinorganic polyphosphate/ATP-NAD kinasel+
STM2684_1159_1193 0.03 2.10 1254207IrecNIrecombination and repair proteinl+
STM2685_169_203 0.06 1.32 1254208IsmpAlhypothetical proteinl+
STM2686_216_251 0.02 1.62 1254209lyfjFlhypothetical proteinl-
STM2687_193_227 0.01 2.42 1254210lyfjGlhypothetical proteinl-
STM2688_305_339 0.01 1.68 125421 1IsmpBISsrA-binding proteinl+
STM2689_7512_7546 0.02 -3.37 1254212ISTM2689Ipseudol+
STM2690_1371_1405 0.04 -2.76 1254213ISTM2690Iputative outer membrane efflux proteinl+
STM2691_1346_1380 0.07 -1.67 1254214ISTM2691Iputative ABC transporter transmembrane regionl+
STM2694_181_215 0.01 2.11 12542171STM2694llate control-like proteinl-
STM2695_934_968 0.36 1.19 1254218ISTM2695llate control-like proteinl-
STM2696_25_59 0.46 1.05 1254219ISTM2696Iputative phage tail proteinl-
STM2697_2577_2611 0.68 1.08 1254220ISTM2697Iphage tail-like proteinl-
STM2698_33_67 0.67 1.22 12542211STM2698IgpE-like proteinl-
STM2700_417_451 0.23 1.11 1254223ISTM2700Iphage tail fiber-like proteinl-
STM2702_205_239 0.24 1.19 1254225ISTM2702IDNA invertase-like proteinl-
STM2705_369_403 0.80 -1.03 1254228ISTM2705lhypothetical proteinl-
STM2707_417_451 0.82 -1.05 1254230ISTM2707Iphage tail-like proteinl-
STM2711_182_216 0.23 -1.31 1254234ISTM27 1 1Iphage tail-like proteinl-
STM2712_113_147 0.07 -1.64 1254235ISTM2712Iphage tail-like proteinl-
STM2713_193_227 0.86 1.03 1254236ISTM2713lhypothetical proteinl-
STM2714_153_187 0.20 1.44 12542371STM2714llysis-like proteinl-
STM2715.S_27_61 0.48 1.21 1254238ISTM2715.SIprobable prophage lysozymel-
STM2717_67_101 0.00 -1.41 1254240ISTM2717Iphage tail-like proteinl-
STM2718_161_195 0.04 -1.28 12542411STM2718lhead completion-like proteinl-
STM2719_457_491 0.07 1.91 12542421STM2719lterminase-like proteinl-
STM2720_532_566 0.17 1.41 1254243ISTM2720Imajor capsid-like proteinl-
STM2722_1472_1506 0.01 2.12 1254245ISTM2722Iterminase-like proteinl+

STM2725_47_81 0.03 -1.57 1254248ISTM2725Ipseudol-



STM2726_241_275
STM2728_105_139
STM2729_2367_2401
STM2730_513_547
STM2732_133_167
STM2734_145_179
STM2737_153_187
STM2738_33_67
STM2740_226_260
STM2740.1N_37_71
STM2741_465_499
STM2742_675_709
STM2743_57_91
STM2745_1515_1549
STM2746_794_830
STM2747_637_674
STM2748_193_227
STM2749_97_131
STM2750_443_477
STM2751_97_131
STM2752_97_131
STM2753_751_785
STM2754_686_720
STM2755_161_195
STM2756_497_531

STM2759_1417_1451

STM2760_353_387
STM2761_1252_1286
STM2762_685_723
STM2763_417_451
STM2764_239_274
STM2766_89_127
STM2767_1688_1722
STM2768_195_229
STM2769_435_469

0.07
0.07
0.16
0.48
0.01
0.58
0.25
0.24
0.00
0.00
0.00
0.03
0.02
0.15
0.34
0.02
0.51
0.05
0.50
0.84
0.27
0.94
0.02
0.23
0.02

0.03

0.02
0.05
0.01
0.02
0.01
0.05
0.12
0.02
0.75

-1.54
-1.61
-1.26
-1.05
-1.66
-1.08
-1.27
-1.37
-3.52
-18.32
-5.60
-1.30
1.55
-1.29
1.18
2.17
1.16
1.15
1.11
-1.03
-1.18
1.01
2.41
-1.21
1.54

-1.91

1.29
1.30
2.41
1.63
1.57
1.58
1.48
1.59
-1.08

1254249ISTM2726lhypothetical proteinl-
12542511STM2728lhypothetical proteinl-
1254252ISTM2729lhypothetical proteinl-
1254253ISTM2730IDNA adenine methylase-like proteinl-
1254255ISTM2732lhypothetical proteinl-
12542571STM2734lhypothetical proteinl+
1254260ISTM2737Ihypothetical proteinl-
12542611STM2738lhypothetical proteinl+
1254263ISTM2740lintegrase-like proteinl+
2673740ISTM2740.1NlIhypothetical proteinl+
1254264ISTM2741Iputative periplasmic proteinl+
1254265ISTM2742Iputative cytoplasmic proteinl+
1254266ISTM2743Iputative cytoplasmic proteinl-
1254268ISTM2745Iputative inner membrane proteinl+
1254269ISTM2746lputative ATPasel+
1254270ISTM2747Iputative cytoplasmic proteinl+
12542711STM2748lputative transcriptional regulatorl-
12542721STM2749Iputative cytoplasmic proteinl+
1254273ISTM2750Iputative PTS system glucitol/sorbitol-specific enzyme lll+
12542741STM2751Iputative glucitol-specific PTS enzyme I+
1254275ISTM2752Iputative glucitol-specific PTS enzyme llll+
1254276ISTM2753Iputative dehydrogenasel+
12542771STM27 54Iputative hexulose 6 phosphate synthasel+
1254278ISTM2755Iputative hexulose 6 phosphate synthasel-
1254279ISTM2756lputative sugar phosphate aminotransferasel-
1254282ISTM2759Iputative dipeptide/oligopeptide/nickel ABC-type transport
system periplasmic component|+

1254283ISTM2760lIputative integrasel+
1254284ISTM2761Iputative inner membrane proteinl+
1254285ISTM2762Iputative inner membrane proteinl-
2673753ISTM2763I-I1+

2673748ISTM2764l-I-

1254289ISTM2766Iputative cytoplasmic proteinl-
1254290ISTM2767Iputative DNA/RNA helicasel-
1254291ISTM2768lputative transposasel+
1254292ISTM2769Iputative transposasel+



STM2770_49_83 0.03 1.55 1254293IfljAlphase-1 flagellin repressorl-

STM2771_1354_1388 0.58 -1.08 1254294lfljBlIflagellinl-

STM2772_221_257 0.28 -1.16 12542951hinIDNA-invertase Hinl+

STM2773_341_375 0.23 -1.13 1254296liroBlputative glycosyl transferasel+
STM2774_2943_2977 0.94 1.02 1254297liroClputative ABC transporter proteinl+
STM2775_630_664 0.02 -1.72 1254298]liroDlenterochelin esterase=-like proteinl+
STM2776_321_355 0.25 1.21 1254299liroElputative hydrolasel+

STM2777_2014_2048 0.20 1.46 1254300liroNITonB-dependent siderophore receptor proteinl-
STM2778_39_73 0.35 1.17 12543011STM277 8lpseudol+

STM2780_470_504 0.00 2.33 1254303IpipB2Isecreted effector proteinl-
STM2781_561_595 0.01 4.13 1254304IvirKlvirulence proteinl+

STM2782_729_763 0.03 2.23 1254305Imig-14lputative transcriptional activatorl+
STM2783_175_209 0.04 -1.59 1254306InixAlputative nickel transporterl-
STM2784_609_643 0.00 -2.54 1254307ItctElregulatory proteinl-

STM2785_465_499 0.01 -2.66 1254308ltctDlregulatory proteinl-

STM2786_113_147 0.00 -3.64 1254309ISTM2786ltricarboxylic transport|+
STM2787_3_37 0.00 -6.24 1254310ISTM2787Itricarboxylic transport|+
STM2788_1124_1158 0.01 -2.19 12543111STM2788ltricarboxylic transport|+
STM2789_713_747 0.01 -5.05 1254312ISTM2789lhypothetical proteinl+
STM2790_494_528 0.00 -5.64 12543 13lygaFlhypothetical proteinl+

STM2791_866_900 0.01 -2.12 12543 14lgabDlsuccinate-semialdehyde dehydrogenase I+
STM2792_765_799 0.00 -7.17 12543 15IgabTl4-aminobutyrate aminotransferasel+
STM2793_786_820 0.04 -1.52 12543 16lgabPlgamma-aminobutyrate transporter|+
STM2794_505_539 0.00 -2.81 1254317lygaEIDNA-binding transcriptional regulator CsiRl+
STM2795_233_267 0.28 1.18 12543 18lygaUlhypothetical proteinl-

STM2796_63_97 0.17 1.53 1254319lygaElputative transport proteinl-
STM2797_191_225 0.50 1.05 1254320ISTM2797Iputative regulatory proteinl+
STM2798_75_109 0.23 -1.15 125432 1lygaPlputative rhodanese-like sulfurtransferasel+
STM2799_49_83 0.02 1.77 1254322IstpAIDNA binding protein nucleoid-associatedI-
STM2801_241_275 0.02 2.03 1254324lygaClhypothetical proteinl-

STM2802_17_52 0.05 1.35 1254325lygaMlhypothetical proteinl+
STM2803_544_578 0.76 -1.04 1254326ISTM2803Iputative regulatory proteinl-
STM2804.1n_27_61 0.02 1.40 2673735ISTM2804.1nlhypothetical proteinl+
STM2806_97_131 0.49 -1.31 1254329Inrdllribonucleotide reductase stimulatory proteinl+
STM2807_1338_1372 0.16 -1.54 1254330InrdElribonucleotide-diphosphate reductase subunit alphal+

STM2808_721_755 0.35 -1.18 125433 1InrdFlribonucleotide-diphosphate reductase subunit betal+



STM2809_940_974
STM2810_162_196
STM2811_641_675
STM2812_890_924
STM2813_81_115
STM2814_430_464
STM2815_828_862
STM2816_372_406
STM2817_9_43
STM2818_846_880
STM2819_257_291
STM2820_161_195

STM2821/STM2822/STM282

STM2826_9_43
STM2827_2032_2066
STM2828_29_63
STM2829_799_833
STM2830_139_173

STM2831_225_259

STM2832_257_291
STM2833_263_297
STM2834_169_203
STM2835_705_739
STM2836_305_339
STM2837_545_579
STM2838.S5_401_435
STM2839_810_844
STM2840_1105_1139
STM2841_663_697
STM2842_1250_1284
STM2843_257_291
STM2844_545_579
STM2845_265_299

0.62
0.39
0.17
0.01
0.04
0.04
0.16
0.02
0.15
0.09
0.05
0.00

0.11

0.47
0.03
0.08
0.12
0.25

0.09

0.26
0.06
0.04
0.31
0.02
0.15
0.04
0.44
0.37
0.07
0.28
0.67
0.01
0.06

1.07
1.11
1.36
-2.41
-1.38
1.30
-1.18
1.44
1.15
-1.30
-1.52
1.96

-1.52

1.06
-1.74

1.81

1.56
-1.13

-1.36

-1.24
2.19
1.71
1.11
1.45

-1.18

-1.48

-1.10
1.07

-1.36
1.18
1.07
1.12
1.15

1254332lproViglycine betaine transporter ATP-binding subunitl+
1254333IproWlglycine betaine transporter membrane proteinl+
1254334lproXiglycine betaine transporter periplasmic subunitl+
1254335ISTM281 2Iputative inner membrane proteinl+
1254336lemrRItranscriptional repressor MprAl+
1254337lemrAlmultidrug resistance secretion proteinl+
1254338lemrBlputative multidrug transport proteinl+
1254339ISTM281 6lputative glycoporinl-
1254340IluxSIS-ribosylhomocysteinasel-

125434 1IgshAlglutamate--cysteine ligasel-

1254342lyqaAlputative inner membrane proteinl-
1254343lygaBlpredicted hydrolasel-
1254344/1254345/1254346/1254347I1STM2821/STM2822/STM2823/STM
28241tRNAI-

1254349IcsrAlcarbon storage regulatorl-

1254350lalaSlalanyl-tRNA synthetasel-

1254351IrecXlrecombination regulator RecXI-
1254352IrecAlrecombinase Al-

1254353lygaDlcompetence damage-inducible protein Al-

12543 54ImltBlmembrane-bound lytic murein transglycosylase B; catalyzes the
cleavage of the glycosidic bonds between N-acetylmuramic acid and N-
acetylglucosamine in peptidoglycanl-
1254355IsrlAlglucitol/sorbitol-specific enzyme IIC component|+
1254356IsrlElglucitol/sorbitol-specific enzyme IIB component|+
1254357IsIrBlglucitol/sorbitol-specific PTS system component IIAl+
1254358]IsrIDIsorbitol-6-phosphate dehydrogenasel+
1254359IgutMIDNA-binding transcriptional activator of glucitol operonl+
1254360IsrlRIDNA-bindng transcriptional repressorl+

125436 1IgutQID-arabinose 5-phosphate isomerasel+
1254362lygaAlanaerobic nitric oxide reductase transcription regulatorl-
1254363ISTM2840lanaerobic nitric oxide reductase flavorubredoxinl+
1254364lygbDInitric oxide reductasel+

1254365lhypFlhydrogenase maturation proteinl-
1254366lhydNlelectron transport protein HydNI|-
12543671STM2844|hypothetical proteinl-

1254368lhycllhydrogenase 3 maturation proteasel-



STM2846_81_115 0.02 1.28 1254369lhycHIhydrogenase 3 large subunit processing proteinl-

STM2848_209_243 0.03 1.48 125437 1lhycFlIformate hydrogenlyase complex iron-sulfur subunitl-
STM2849_967_1001 0.59 -1.06 1254372lhycElhydrogenase 3 large subunitl-
STM2850_257_291 0.20 1.36 1254373lhycDlhydrogenase 3 membrane subunitl-
STM2851_1532_1566 0.99 1.00 1254374lhycClformate hydrogenlyase subunit 3I-
STM2853_385_419 0.88 1.01 1254376lhycAltranscriptional repressorl-

STM2854_145_179 0.04 1.39 1254377lhypAlhydrogenase nickel incorporation proteinl+
STM2855_209_243 0.13 1.24 1254378lhypBlhydrogenase nickel incorporation protein HypBI+
STM2856_73_107 0.13 -1.09 1254379lhypClhydrogenase isoenzymes formation proteinl+
STM2857_152_186 0.03 1.39 1254380lhypDlputative hydrogenase formation proteinl+
STM2858_716_750 0.06 -1.17 1254381lhypElputative hydrogenase formation proteinl+
STM2859_1848_1882 0.18 -1.18 1254382IfhlAlformate hydrogen-lyase transcriptional activator|+
STM2860_187_221 0.01 1.62 1254383lygbAlhypothetical proteinl-

STM2861_441_475 0.91 1.02 1254384lsitAlputative periplasmic binding proteinl+
STM2862_257_291 0.02 1.58 1254385IsitBlputative ATP-binding proteinl+
STM2863_129_163 0.67 1.09 1254386IsitClputative permeasel+

STM2864_513_547 0.99 -1.00 1254387IsitDIputative permeasel+

STM2865_113_147 0.02 2.16 1254388lavrAlsecreted effector proteinl-

STM2866_705_739 0.03 1.44 1254389IsprBltranscriptional regulatorl-

STM2868_115_149 0.18 -1.35 1254391lorgClputative cytoplasmic proteinl-
STM2869_545_579 0.32 -1.17 1254392lorgBlneedle complex export proteinl-
STM2871_33_67 0.45 1.07 1254394lprgKlneedle complex inner membrane lipoproteinl-
STM2873_129_163 0.01 -1.54 1254396lprglineedle complex major subunitl-
STM2874_308_342 0.03 2.67 1254397IprgHIneedle complex inner membrane proteinl-
STM2875_577_611 0.02 1.60 1254398]lhilDlinvasion protein regulatory proteinl+
STM2876_1455_1489 0.02 2.93 1254399lhilAlinvasion protein regulator|+

STM2877_145_179 0.08 2.03 1254400liagBlinvasion protein precursorl+
STM2878_1337_1371 0.13 1.31 1254401IsptPlprotein tyrosine phosphatase/GTPase activating proteinl-
STM2879_253_287 0.17 1.28 1254402IsicPlsecretion chaparonel-

STM2881_81_115 0.02 1.51 1254404liacPlacyl carrier proteinl-

STM2882_1699_1733 0.31 1.15 1254405IsipAlsecreted effector proteinl-

STM2883_425_459 0.01 2.20 1254406IsipDltranslocation machinery componentl|-
STM2884_423_457 0.12 -1.18 1254407IsipCltranslocation machinery component|-
STM2885_927_961 0.01 -1.42 1254408]IsipBltranslocation machinery componentl|-
STM2886_409_443 0.07 1.82 1254409IsicAlsecretion chaperonel-

STM2887_936_970 0.14 1.13 1254410IspaSlsurface presentation of antigens protein SpaSI-



STM2888_481_515
STM2889_193_227
STM2890_422_459
STM2891_769_803
STM2892_876_910
STM2895_9_43

STM2896_1795_1829

STM2897_376_410

STM2898_1346_1380

STM2899_513_547
STM2900_114_148
STM2901_321_355
STM2902_261_297
STM2903_281_315
STM2904_169_203
STM2905_145_179
STM2906_129_163
STM2907_401_435
STM2908_193_227

STM2909_1697_1731

STM2910_193_227
STM2911_514_548
STM2912_321_355
STM2913_946_980
STM2915_705_739
STM2916_161_195
STM2917_360_394
STM2918_193_227
STM2919_193_227
STM2920_113_147
STM2921_65_99

STM2922_1197_1231

STM2923_81_115

STM2924_257_291
STM2925_327_361
STM2926_273_307

0.41
0.90
0.34
0.57
0.65
0.98
0.95
0.19
0.20
0.36
0.03
0.63
0.33
0.76
0.61
0.34
0.02
0.18
0.01
0.07
0.89
0.59
0.78
0.00
0.37
0.03
0.03
0.07
0.03
0.02
0.17
0.39
0.03
0.00
0.36
0.44

-1.11
1.02
1.45

-1.15

-1.04
1.00
1.01
1.13

-1.26
1.22
2.30

-1.05
1.14
1.08

-1.06
1.17
1.42
1.22
1.85
1.29
1.05

-1.27

-1.03
1.53

-1.22

-1.65

-1.48

-1.21
1.19
1.34

-1.15
1.06
2.38

-2.52

-1.16

-1.10

125441 1IspaRineedle complex export proteinl-

125441 2IspaQlneedle complex export proteinl-

125441 3IspaPlsurface presentation of antigens protein SpaPI-
1254414lspaOlsurface presentation of antigens protein SpaOl-
125441 5linvlIneedle length control proteinl-

125441 8linvBlsecretion chaperonel-

1254419linvAlneedle complex export proteinl-
1254420linvElinvasion proteinl-

125442 1linvGlouter membrane secretin precursorl-
1254422linvFlinvasion regulatory proteinl-
1254423linvHIneedle complex outer membrane lipoprotein precursorl+
12544241STM2901 Iputative cytoplasmic proteinl+
1254425ISTM2902Iputative cytoplasmic proteinl+
1254426ISTM2903Iputative cytoplasmic proteinl-
12544271STM2904Iputative ABC-type transporterl+
1254428ISTM2905Iputative acetyltransferasel+
1254429ISTM2906I-I-
1254430IpphBlserine/threonine-specific protein phosphatase 21+
12544311STM2908Iputative cytoplasmic proteinl-
1254432ImutSIDNA mismatch repair proteinl+
1254433ISTM2910lputative cytoplasmic proteinl-
1254434ISTM291 1lputative permeasel-

1254435ISTM291 2Iputative transcriptional regulator|+
1254436ISTM291 3lputative permeasel-
1254438lygbMlhypothetical proteinl-

1254439lygbLlputative aldolasel-

1254440lygbKlputative tRNA synthasel-
12544411ygbJi3-hydroxyisobutyrate dehydrogenasel-
1254442lygbllputative regulatory proteinl+
1254443ISTM2920Iputative transcriptional regulatorl-
1254444ISTM2921Iputative flavoproteinl+
1254445ISTM2922Iputative 3-polyprenyl-4-hydroxybenzoate decarboxylasel+
1254446ISTM2923Iputative cytoplasmic proteinl+
12544471rpoSIRNA polymerase sigma factor RpoSlI-
1254448InlpDlpredicted outer membrane lipoproteinl-
1254449Ipcmlprotein-L-isoaspartate O-methyltransferasel-



STM2927_481_515
STM2928_643_677
STM2929_353_387
STM2930_513_547
STM2931_49_83
STM2932_229_263
STM2933_161_195
STM2934_697_731
STM2935_161_195
STM2936_336_370
STM2937_146_180
STM2938_769_803
STM2939_481_515
STM2940_513_547
STM2941_988_1022
STM2943_622_656
STM2944_1857_1891
STM2945_713_747
STM2946_553_587
STM2947_1146_1180
STM2948_1201_1235
STM2949_129_163
STM2950_193_227
STM2951_129_163
STM2952_684_718
STM2953_895_929
STM2954_609_643
STM2954.1n_217_254
STM2955.5_77_111
STM2956_2176_2210
STM2957_1225_1259
STM2958_1790_1824
STM2959_800_834
STM2960_1190_1224
STM2961_374_408
STM2962_748_782

0.03
0.00
0.40
0.93
0.01
0.12
0.43
0.48
0.99
0.51
0.03
0.05
0.02
0.08
0.01
0.01
0.00
0.04
0.44
0.39
0.39
0.86
0.31
0.01
0.07
0.02
0.01
0.01
0.01
0.09
0.03
0.11
0.04
0.07
0.46
0.64

-1.47
-1.35
-1.19
-1.02
-1.60
1.77
-1.45
-1.39
1.01
1.13
-1.22
-1.21
-1.55
-1.30
-2.11
-2.18
-1.68
1.64
-1.22
-1.34
-1.35
1.03
1.25
2.11
1.41
2.07
1.44
2.45
1.44
1.44
1.29
-1.16
1.22
-1.50
1.26
-1.10

1254450IsurElstationary phase survival protein SurEl-
12544511truDItRNA pseudouridine synthase DI-
1254452lispF|2-C-methyl-D-erythritol 2 4-cyclodiphosphate synthasel-
1254453lispDI2-C-methyl-D-erythritol 4-phosphate cytidylyltransferasel-
1254454IftsBlcell divison protein FtsBI-
1254455lygbElhypothetical proteinl-
1254456IcysCladenylylsulfate kinasel-

1254457IcysNIsulfate adenylyltransferase subunit 11-
1254458IcysDlsulfate adenylyltransferase subunit 21-
1254459liaplaminopeptidase in alkaline phosphatase isozyme conversionl+
1254460lygbFlhypothetical proteinl-

12544611STM2938lputative cytoplasmic proteinl-
1254462lygcHIputative cytoplasmic proteinl-
1254463ISTM2940lputative cytoplasmic proteinl-
1254464lyghJlputative cytoplasmic proteinl-
1254466ISTM2943Iputative cytoplasmic proteinl-
1254467lygcBlputative helicasel-

1254468lsopDlsecreted effector proteinl+
1254469IcysHIphosphoadenosine phosphosulfate reductasel-
1254470lcysllsulfite reductase alpha subunitl-

125447 1IcysJlsulfite reductase subunit alphal-

125447 21ptpSlputative 6-pyruvoyl tetrahydrobiopterin synthasel+
1254473ISTM2950Iputative metal-dependent hydrolasel-

125447 4lygcFlhypothetical proteinl-

125447 5lenolphosphopyruvate hydratasel-

1254476lpyrGICTP synthasel-

1254477ImazGlnucleoside triphosphate pyrophosphohydrolasel-
2673739ISTM2954.1nlhypothetical proteinl-
1254478ISTM2955.SIputative transcriptional regulatorl-
1254479IrelAIGDP/GTP pyrophosphokinasel-

1254480IlrumAl23S rRNA 5-methyluridine methyltransferasel-
125448 1IbarAlhybrid sensory histidine kinase BarAl+
1254482ISTM2959Iputative glycerate kinase 21-
1254483IgudDld-glucarate dehydratasel-

1254484lygcYlputative D-glucarate dehydratasel-
1254485IgudTlputative D-glucarate permeasel-



STM2963_137_171 0.92 1.01 1254486ISTM2963Iflavodoxinl-

STM2964_513_547 0.02 -1.84 12544871ygcBItRNA pseudouridine synthase Cl-
STM2965_169_203 0.02 -1.47 1254488lyqcClputative cytoplasmic proteinl-
STM2966_210_244 0.04 -2.45 1254489IcsrBimisc_RNAI-

STM2967_417_451 0.15 -1.17 1254490IsydISecY interacting protein SydI-
STM2968_785_819 0.59 1.07 125449 1IqueFl7-cyano-7-deazaguanine reductasel+
STM2969_638_672 0.05 1.17 1254492lygdHIputative nucleotide bindingl+
STM2970_1187_1221 0.03 -2.09 1254493IsdaClputative serine transport proteinl+
STM2971_497_531 0.14 -1.43 1254494l|sdaBIL-serine dehydratase/L-threonine deaminase 2|+
STM2972_417_451 0.01 1.50 1254495Ixnilexonuclease IXI+

STM2973_182_216 0.24 -1.27 1254496IfucOIL-1 2-propanediol oxidoreductasel-
STM2974_545_579 0.08 -1.35 1254497IfucAlL-fuculose phosphate aldolasel-
STM2975_831_865 0.00 -2.39 1254498lfucPlpseudol+

STM2977_708_742 0.09 -1.49 1254500IfucKIL-fuculokinasel+

STM2978_137_171 0.00 -1.45 1254501 IfucUlputative L-fucose-binding proteinl+
STM2979_225_259 0.00 -7.83 1254502IfucRIDNA-binding transcriptional activator|+
STM2980_1014_1048 0.33 1.13 1254503lygdElputative SAM-dependent methyltransferasel-
STM2981_345_379 0.37 1.07 1254504lygdDlhypothetical proteinl-

STM2982_833_867 0.08 1.80 1254505IgcvAIDNA-binding transcriptional activator GevAl-
STM2983_49_83 0.92 -1.01 1254506lygdllputative lipoproteinl-

STM2984_741_775 0.32 1.07 1254507IcsdAlcysteine sulfinate desulfinasel+
STM2985_199_233 0.05 1.78 1254508lygdKlputative FeS center assembly proteinl+
STM2986.Sc_705_739 0.05 1.23 1254509ISTM2986.Sclputative integral membrane proteinl+
STM2987_193_227 0.94 -1.01 1254510lygdLIputative enzymel-

STM2988_867_901 0.11 -1.37 125451 1ImltAlmurein transglycosylase Al-
STM2991_1087_1121 0.11 1.57 1254514lamiCIN-acetylmuramoyl-L-alanine amidasel-
STM2992_333_367 0.09 1.21 125451 5largAlN-acetylglutamate synthasel+
STM2993_1581_1615 0.06 -1.66 1254516IRecDlexonuclease V subunit alphal-
STM2994_2739_2773 0.17 -1.19 1254517IRecBlexonuclease V subunit betal-
STM2995_2370_2404 0.43 1.07 125451 8lptriprotease llll-

STM2996_3301_3335 0.16 1.28 1254519IrecClexonuclease V subunit gammal-
STM2997_65_99 0.83 -1.02 1254520IppdClhypothetical proteinl-

STM2998_286_320 0.41 -1.06 125452 1lygdBlhypothetical proteinl-

STM2999_321_355 0.04 2.31 1254522IppdBlhypothetical proteinl-

STM3000_17_51 0.07 1.37 1254523IppdAlhypothetical proteinl-

STM3001_321_355 0.05 -1.28 1254524IthyAlthymidylate synthasel-



STM3002_593_627 0.21 -1.16 1254525llgtlprolipoprotein diacylglyceryl transferasel-
STM3003_1344._1378 0.25 114 1254526IptsPIfgsed phosphoenolpyruvate-protein phosphotransferase
PtsP/GAF domainl-

STM3004_449_483 0.06 1.18 1254527lygdPldinucleoside polyphosphate hydrolasel-
STM3004.1n_21_55 0.07 1.66 2673726/STM3004.1nlhypothetical proteinl-
STM3005_233_267 0.12 1.44 1254528ImutHIDNA mismatch repair proteinl+
STM3006_417_451 0.01 -1.23 1254529lygdQlputative transport proteinl+
STM3007_57_91 0.00 -1.89 1254530lygdRIputative peptide transport proteinl+
STM3008_266_300 0.02 -2.30 125453 1Itaslputative aldo/keto reductasel+
STM3009_356_390 0.03 -1.36 1254532lygeDlhypothetical proteinl-

125453 3laaslbifunctional acyl-[acyl carrier protein] synthetase/2-

STM3010_2009_2043 0.03 -1.33 .
acylglycerophosphoethanolamine acyltransferasel-
STM3011_318_352 0.37 -1.08 1254534lgalRIDNA-binding transcriptional repressorl+
STM3012_392_426 0.03 1.62 1254535ISTM301 2Iputative transcriptional regulatorl+
STM3013_776_810 0.76 1.04 1254536llysAldiaminopimelate decarboxylasel-
STM3014_193_227 0.02 1.43 1254537IlysRIDNA-binding transcriptional regulator LysR|+
STM3015_353_387 0.05 -1.42 1254538lygeAlputative racemasel-
STM3016_1188_1222 0.80 1.04 1254539laraElL-arabinose/proton symport proteinl-
STM3017_193_227 0.63 1.03 1254540lkduDI|2-deoxy-D-gluconate 3-dehydrogenasel-
STM3019_692_726 0.01 -6.30 1254542lygeFlacetyl-CoA acetyltransferasel-
STM3020_337_371 0.29 1.13 1254543ISTM3020Iputative transcriptional regulatorl-
STM3021_321_355 0.17 1.09 1254544ISTM3021Iputative inner membrane proteinl+
STM3022_615_649 0.03 1.76 1254545ISTM3022Iputative transport proteinl+
STM3023_149_183 0.01 1.47 1254546lyohLlputative cytoplasmic proteinl-
STM3024_449_483 0.11 -1.07 1254547lyohMinickel/cobalt efflux protein RcnAl+
STM3025_145_179 0.01 1.31 1254548ISTM3025Iputative cytoplasmic proteinl-
STM3025.1TN_181_215 0.14 1.45 2673750ISTM3025.1Nlhypothetical proteinl-
STM3026_174_209 0.05 -1.33 1254549ISTM3026Iputative outer membrane proteinl-
STM3028_1779_1813 0.03 -1.67 125455 1IstdBlputative outer membrane usher proteinl-
STM3031_473_507 0.00 3.41 1254554ISTM303 11Ail/OmpX-like proteinl-
STM3033_225_259 0.01 1.45 1254556ISTM3033lIputative nucleic acid-binding proteinl-
STM3034_37_72 0.01 1.58 12545571STM3034Iputative cytoplasmic proteinl-
STM3036_257_291 0.01 -1.53 1254559ISTM3036lputative inner membrane proteinl+
STM3037_2_36 0.55 -1.08 1254560IglyUItRNAI-
STM3038_101_135 0.12 1.66 12545611STM3038lIputative metalloendopeptidasel-

STM3039_305_339 0.01 1.52 1254562lidilisopentenyl-diphosphate delta-isomerasel+



STM3040_775_809
STM3041c_638_672

STM3042_1407_1441

STM3043_553_587
STM3044_321_355
STM3045_361_395
STM3046_193_227
STM3047_169_203
STM3048_513_547
STM3049_257_291
STM3050_68_102

STM3051_827_861
STM3052_561_595

STM3053_2483_2517

STM3054_49_83

STM3055_864_898
STM3056_268_302
STM3057_884_918

STM3058_990_1024
STM3059.5_385_419

STM3060_265_299
STM3061_445_479
STM3062_298_332
STM3063_241_275
STM3064_641_675
STM3065_273_307
STM3066_377_411
STM3067_769_803
STM3068_593_627
STM3069_677_711
STM3070_432_466
STM3071_193_227
STM3072_453_487

STM3073_289_323

0.04
0.53
0.92
0.04
0.15
0.92
0.02
0.95
0.05
0.06
0.07
0.09
0.02
0.01
0.01
0.01
0.07
0.34
0.71
0.02
0.02
0.02
0.81
0.00
0.03
0.05
1.00
0.02
0.28
0.62
0.01
0.06
0.03

0.01

-1.70
-1.13
1.01
1.37
-1.30
-1.03
-1.40
-1.01
1.57
-1.28
1.16
1.21
2.69
-1.94
-3.26
-3.23
1.41
1.18
1.05
1.38
1.55
1.62
-1.03
-3.26
1.23
-1.54
-1.00
-1.48
-1.22
-1.05
-1.77
-1.44
-1.64

-1.97

1254563llysSllysyl-tRNA synthetasel-
1254564IprfBlpeptide chain release factor 2I-
1254565IreclIssDNA exonuclease RecJl-
1254566IdsbClthiol:disulfide interchange protein DsbCl-
1254567IxerDlsite-specific tyrosine recombinase XerDI|-
1254568]IfldBIflavodoxin FldBI+

1254569lygfXlputative inner membrane proteinl-
1254570lygfYlhypothetical proteinl-

125457 1lygfZlputative global regulator|+
1254572lyqgfAlputative hemolysinl-

125457 3lygfBlhypothetical proteinl-
1254574lbglAl6-phospho-beta-glucosidase Al+
1254575ISTM3052Iputative outer membrane proteinl-
1254576lgcvPlglycine dehydrogenasel-
1254577IgcvHIglycine cleavage system protein HI-
1254578lgcvTlglycine cleavage system aminomethyltransferase TI-
1254579IvisClhypothetical proteinl-
1254580lubiHI2-octaprenyl-6-methoxyphenyl hydroxylasel-
125458 1IpepPlproline aminopeptidase P llI-
1254582lygfBlhypothetical proteinl-
1254583lygfElZ-ring-associated proteinl+
1254584lygfAlpredicted ligasel+
1254585IserAlD-3-phosphoglycerate dehydrogenasel-
1254586IrpiAlribose-5-phosphate isomerase Al-
1254587liciAlchromosome replication initiation inhibitor proteinl+
1254588lyggElhypothetical proteinl-
1254589lyggAlarginine exporter proteinl-
1254590lyggBlmechanosensitive channel MscSlI-

125459 1Ifbalfructose-bisphosphate aldolasel-
1254592Ipgklphosphoglycerate kinasel-
1254593lepdID-erythrose 4-phosphate dehydrogenasel-
1254594ISTM307 1Iputative DNA-binding proteinl+
1254595ISTM3072Iputative inner membrane proteinl+
1254596ISTM307 3Iputative ABC-type cobalt transport system permease
component|+



STM3074_385_419

STM3075_9_43

STM3076_1201_1235

STM3077_257_291
STM3078_97_131

STM3079.5_129_163

STM3081_809_843
STM3082_770_804
STM3083_922_956

STM3084.S_297_331
STM3086_1106_1140

STM3087_49_83
STM3088_10_44
STM3089_77_111
STM3090_284_318
STM3091_460_494
STM3093_177_211
STM3094_65_99
STM3095_217_251
STM3096_43_77
STM3097_177_211
STM3100_9_43
STM3101_257_291
STM3102_65_99
STM3103_305_339
STM3104_490_524
STM3105_299_333
STM3106_592_626
STM3107_577_611
STM3108_289_323
STM3109_673_707
STM3110_118_152
STM3111_85_119
STM3112_407_441

0.09

0.44

0.60
0.01
0.74
0.54
0.05
0.04
0.37
0.25
0.04
0.96
0.04
0.02
0.01
0.77
0.03
0.02
0.18
0.18
0.01
0.06
0.04
0.03
0.13
0.03
0.00
0.02
0.36
0.02
0.03
0.15
0.68
0.02

1.34

-1.10

-1.13
1.38
-1.06
-1.11
2.09
2.25
-1.13
1.17
1.11
1.01
1.80
1.21
9.64
-1.08
2.10
-1.51
-1.20
1.42
-2.03
1.45
-1.16
-1.54
1.41
-1.68
1.78
-1.82
1.13
1.81
1.38
-1.36
-1.05
-1.50

12545971STM3074lputative ABC-type cobalt transport system ATP-binding
component|+

1254598ISTM307 5Iputative ABC-type cobalt transport system ATP-binding
component|+

1254599ItktAltransketolasel-

1254600lyggGlputative Zn-dependent proteasel+
1254601IspeBlagmatinasel-

1254602ISTM3079.SIputative hydrolase/acyltransferasel-
1254604ISTM3081Iputative malate/L-lactate dehydrogenasel-
1254605ISTM3082Iputative zinc-binding dehydrogenasel-
1254606ISTM3083Iputative mannitol dehydrogenasel-
12546071STM3084.SIputative regulatory proteinl-
1254609IspeAlarginine decarboxylasel-
1254610lyqgBlputative inner membrane proteinl-
2673737lyqgCl-I+

1254612lyqgDlputative inner membrane proteinl-

125461 3ImetKimethionine adenosyltransferasel+
1254614lgalPlgalactose/proton symporter|+
1254616lendAIDNA-specific endonuclease I+
1254617lygglJlhypothetical proteinl+
1254618lgshBlglutathione synthetasel+
1254619lyggElhypothetical proteinl+

1254620lyqgFIHolliday junction resolvase-like proteinl+
1254623lyggSlhypothetical proteinl+

1254624lyggTlputative integral membrane proteinl+
1254625lyggUlhypothetical proteinl+

1254626lyggViputative deoxyribonucleotide triphosphate pyrophosphatasel+
1254627lyggWIlcoproporphyrinogen Ill oxidasel+
1254628lyggMIputative periplasmic proteinl-
1254629lansBIL-asparaginase lll-

1254630lyggNlhypothetical proteinl-

125463 1lygglLlhypothetical proteinl-

12546321trmBItRNA (guanine-N(7))-methyltransferasel-
1254633ImutYladenine DNA glycosylasel+
1254634lyggXlhypothetical proteinl+

1254635ImitClmurein transglycosylase Cl+



STM3113_514_548
STM3114_1457_1491
STM3115_481_515
STM3117_361_395
STM3118_1063_1097
STM3119_449_483
STM3120_753_787
STM3121_673_707
STM3122_1637_1671
STM3123_1146_1180
STM3124_17_51
STM3125_277_313
STM3126_501_535
STM3127_173_207
STM3128_495_529
STM3129_646_680
STM3130_345_379
STM3131_273_307
STM3132_65_99
STM3133_354_388
STM3134_354_388
STM3135_954_988
STM3137_1342_1376
STM3138_636_670

STM3139_.1002_1036

STM3140_769_803
STM3141_545_579
STM3142_846_880
STM3143_113_147
STM3144_12_46
STM3145_265_299
STM3146_449_483
STM3147_1249_1283
STM3148_228_262
STM3149_673_707

0.35
0.47
0.14
0.04
0.05
0.08
0.39
0.01
0.18
0.03
0.01
0.05
0.09
0.31
0.13
0.12
0.04
0.13
0.68
0.02
0.60
0.01
0.00
0.04

0.01

0.21
0.00
0.02
0.01
0.02
0.23
0.13
0.73
0.16
0.04

1.20
-1.09
1.24
1.37
1.62
1.20
-1.07
1.80
1.33
2.04
-8.38
1.30
2.29
-1.19
1.06
1.18
3.01
-1.11
1.11
-1.45
1.12
-3.58
-4.09
1.67

1.60

1.10
2.01
3.20
-1.50
-1.28
-1.16
-1.30
-1.03
-1.28
1.19

1254636InupGlnucleoside transportl+

1254637IspeClornithine decarboxylase isozymel-
1254638lyqgAlputative inner membrane proteinl+
1254640ISTM3117Iputative lactoylglutathione lyasel-
12546411STM31 18lputative acetyl-CoA hydrolasel-
1254642ISTM3119lputative monoamine oxidasel-
1254643ISTM3120Iputative transcriptional regulatorl-
1254644ISTM3121Iputative transcriptional regulator|+
1254645ISTM3122Iputative arylsulfatasel-
1254646ISTM3123Iputative arylsulfatase regulatorl-
12546471STM3124Iputative response regulatorl+
1254648ISTM3125Iputative cytoplasmic proteinl-
1254649ISTM3126lIputative amino acid transporterl-
1254650ISTM3127Iputative cytoplasmic proteinl-
12546511STM3128lputative oxidoreductasel-
1254652ISTM3129Iputative NAD-dependent aldehyde dehydrogenasel+
1254653ISTM3130lIputative cytoplasmic proteinl-
1254654ISTM3131Iputative cytoplasmic proteinl-
1254655ISTM3132Iputative xylanase/chitin deacetylasel-
1254656ISTM3133Iputative amidohydrolasel-
12546571STM3134|putative permeasel-
1254658ISTM3135Imannonate dehydratasel+
1254660ISTM3137Iglucuronate isomerasel+
12546611STM3138lputative methyl-accepting chemotaxis proteinl-
1254662Igsplbifunctional glutathionylspermidine
amidase/glutathionylspermidine synthetasel-
1254663lyghUlputative glutathione S-transferase YghUl+
1254664I1STM3141|hypothetical proteinl-
1254665ISTM3142Iputative periplasmic ferrichrome-binding proteinl-
1254666lhybGlhydrogenase 2 accessory protein HypGl-
1254667lhypAlhydrogenase nickel incorporation protein HybFI-
1254668lhybElhydrogenase 2-specific chaperonel-
1254669lhybDlpredicted maturation element for hydrogenase 2I-
1254670lhybClhydrogenase 2 large subunitl-

125467 1lhybBlpredicted hydrogenase 2 cytochrome b type component|-
1254672lhybAlhydrogenase 2 protein HybAl-



STM3150_120_154
STM3151_113_147
STM3152_1061_1095
STM3153_201_235
STM3154_41_75
STM3155_177_213
STM3156_177_211
STM3157_545_579
STM3158_129_163
STM3159_81_115
STM3160_41_80
STM3161_1101_1135
STM3162_513_547
STM3163_577_611
STM3164_229_263
STM3165_117_151
STM3167_377_411
STM3168_1301_1335
STM3170_53_87
STM3171_1237_1271
STM3172_494_528
STM3173_337_371
STM3174_1644_1678
STM3175_801_835
STM3176_203_237

STM3177_25_59

STM3179_49_83
STM3180_161_195
STM3181_1406_1440
STM3182_425_459
STM3183_135_169
STM3184_385_419
STM3185_489_523
STM3186_535_569
STM3187_123_157

0.42
0.20
0.05
0.18
0.07
0.03
0.10
0.72
0.34
0.06
0.01
0.17
0.02
0.73
0.04
0.43
0.14
0.03
0.03
0.50
0.04
0.62
0.02
0.15
0.23

0.15

0.03
0.72
0.02
0.01
0.00
0.02
0.03
0.14
0.00

1.18
-1.10
-1.34

1.17

1.82

1.52

1.51

1.06

1.08
-1.20
-2.20
-1.23

1.90
-1.02

1.99

1.10
-1.21
-1.61

1.46

1.11
-1.38
-1.02
-1.74
-1.05
-1.26

1.18

1.36
-1.08
-1.43
-1.96
-3.11
-1.55

1.48
-1.13

2.84

125467 3lhypOlhydrogenase 2 small subunitl-
1254674lyghWlputative cytoplasmic proteinl-
1254675ISTM3152Iputative methyl-accepting chemotaxis proteinl-
1254676lyghAlhypothetical proteinl-

12546771STM3154Iputative ATP-dependent RNA helicase-like proteinl-
1254678ISTM3155Iputative cytoplasmic proteinl+
1254679ISTM3156Iputative cytoplasmic proteinl+
1254680lyghAloxidoreductasel+

125468 1lexbDlbiopolymer transport protein ExbDI-
1254682lexbBlbiopolymer transport protein ExbBI-
1254683ISTM3160lputative inner membrane proteinl-
1254684ImetClcystathionine beta-lyasel+
1254685lyghBlhypothetical proteinl+

1254686lyghClputative transcriptional regulatorl-
1254687lyghDlputative alcohol dehydrogenasel+

1254688ldkgAl2 5-diketo-D-gluconate reductase Al+
1254690ISTM3167Iputative diadenosine tetraphosphatehydrolasel+
1254691lyqgiRlhypothetical proteinl-

1254693ISTM3170lputative inner membrane proteinl+
1254694lygiKlputative transporter|+

1254695Isufllrepressor protein for Ftsll-
1254696IplsCl1-acyl-sn-glycerol-3-phosphate acyltransferasel-
1254697IparCIDNA topoisomerase IV subunit Al-
1254698ISTM3175Iputative regulatory proteinl-
1254699lygiWlputative outer membrane proteinl-

1254700lygiXIDNA-binding response regulator in two-component regulatory

system with QseCl+

1254702ImdaBINADPH-specific quinone oxidoreductasel+
1254703lygiNIputative cytoplasmic proteinl+

1254704IparEIDNA topoisomerase IV subunit Bl-
1254705lyqgiAlesterase YqiAl-

1254706licclcyclic 3' 5'-adenosine monophosphate phosphodiesterasel-
1254707lyqiBlputative cytoplasmic proteinl-

1254708InudFIADP-ribose pyrophosphatase NudFl-

1254709ItolClouter membrane channel proteinl+

12547 10lyqgiBlhypothetical proteinl+



STM3188_1029_1063
STM3189_529_563
STM3190_585_619
STM3191_833_867
STM3192_641_675
STM3193_625_659
STM3194_141_175
STM3195_505_539
STM3196.S_33_67
STM3197_113_147
STM3198_321_355
STM3199_1561_1595

STM3200_659_693

STM3201_2549_2583

STM3202_1199_1233
STM3203_113_147

STM3204_1139_1173
STM3205_161_195
STM3206_257_291

STM3207_389_423
STM3208_307_341
STM3209_11_45

STM3210_875_909

STM3211.S_1185_1219

STM3212_241_275
STM3213_29_63
STM3214_425_459
STM3215_297_331
STM3216_567_601
STM3217_1042_1076
STM3218_1144_1178
STM3220_786_820

0.29
0.17
0.02
0.78
0.43
0.06
0.24
0.01
0.01
0.02
0.23
0.94

0.02

0.00

0.02
0.02

0.33
0.03
0.09

0.67
0.05
0.03
0.00
0.03
0.02
0.45
0.45
0.06
0.05
0.01
0.01
0.76

1.09
-1.07
-1.21

1.04

1.08

2.75

1.10
-3.93

1.78
-1.73

1.49
-1.00

-1.84

-2.82

1.26
-1.35

1.18
-1.29
1.84

-1.07
1.23
-2.18
-1.58
-1.44
1.87
-1.18
1.08
1.41
-1.24
-1.45
-3.65
-1.05

125471 1lygiClputative glutathionylspermidine synthasel+
1254712lygiDIputative cytoplasmic proteinl-

1254713lygiElzinc transporter ZupTl+

1254714ISTM3191Iputative arylsulfate sulfotransferasel+
1254715ISTM3192Iputative arylsulfate sulfotransferasel+
1254716ISTM3193Iputative disulfide bond formation proteinl+
12547171STM3194lIputative disulfide oxidoreductasel+
1254718IribBI3 4-dihydroxy-2-butanone 4-phosphate synthasel-
12547 19lyqiClputative cytoplasmic proteinl+
1254720IglgSlglycogen synthesis protein GlgSI-
12547211STM3198lputative inner membrane proteinl+
1254722lyqiKlhypothetical proteinl+

12547 23IrfaElbifunctional heptose 7-phosphate kinase/heptose 1-phosphate
adenyltransferasel-

12547 24lgInElbifunctional glutamine-synthetase
adenylyltransferase/deadenyltransferasel-

1254725lygiFlputative cytoplasmic proteinl-
1254726lygiMIputative signal transduction proteinl+

12547 27Iccalmultifunctional tRNA nucleotidyl transferase/2'3'-cyclic
phosphodiesterase/2'nucleotidase/phosphatasel+

12547 28luppPlundecaprenyl pyrophosphate phosphatasel-

12547 29IfolBlbifunctional dihydroneopterin aldolase/dihydroneopterin
triphosphate 2'-epimerasel-

1254730lygiHlhypothetical proteinl+

125473 11gcplO-sialoglycoprotein endopeptidasel-
1254732IrpsUI30S ribosomal protein S21|+

1254733IldnaGIDNA primasel+

1254734IrpoDIRNA polymerase sigma factor RpoDI+
1254735ImuglG/U mismatch-specific DNA glycosylasel-
1254736lileXItRNAI+

1254737lygjHIputative transporterl-

1254738lyqgjllputative transcriptional regulator|+
1254739ISTM3216lputative methyl-accepting chemotaxis proteinl-
1254740laerlaerotaxis sensor receptorl-

125474 1loatlputrescine--2-oxoglutarate aminotransferasel+
1254743lygjOlputative methyltransferasel-



STM3221_337_371 0.11 1.39 1254744lygjPlputative metal-dependent hydrolasel+

STM3223_641_675 0.00 -2.94 1254746lygjRIputative dehydrogenasel+

STM3224_225_259 0.07 1.40 1254747lygjTlputative tellurite resistance proteinl+

STM3225_1142_1176 0.00 -4.52 1254748lygjUlputative dicarboxylate permeasel+

STM3226_353_387 0.18 -1.28 1254749lyqjAlhypothetical proteinl+

STM3227_273_307 0.05 1.20 1254750lyqjBlhypothetical proteinl+

STM3228_297_331 0.01 1.88 1254751lyqjClputative periplasmic proteinl+

STM3229_9_43 0.49 -1.09 1254752lyqjDlputative inner membrane proteinl+

STM3230_257_291 0.02 -1.42 1254753lyqjElputative inner membrane proteinl+

STM3231_113_147 0.04 -1.37 1254754lygjKlputative inner membrane proteinl+

STM3232_193_227 0.89 1.03 1254755lyqjFIhypothetical proteinl+

STM3233_769_803 0.51 1.14 1254756lyqjGlputative glutathione S-transferasel+

STM3234_277_311 0.13 -1.15 1254757lyhaHIputative inner membrane proteinl+

STM3235_137_171 0.04 -1.16 1254758lyhallputative transcriptional regulatorl-

STM3236_449_483 0.02 1.60 1254759lyhaKlputative cytoplasmic proteinl+

STM3237_20_54 0.00 -3.02 1254760lyhalLlputative cytoplasmic proteinl+

STM3239_397_431 0.07 -1.11 1254762lyhaOlputative transport proteinl-

STM3240_918_952 0.78 1.13 1254763ItdcGIL-serine deaminasel-

STM3241_1664_1698 0.06 1.65 1254764ltdcElpyruvate formate-lyase 4/2-ketobutyrate formate-lyasel-

STM3242_258_292 0.01 -1.45 1254765ItdcDlpropionate/acetate kinasel-

STM3243_333_367 0.02 -1.61 1254766ItdcCIL-threonine/L-serine permeasel-

STM3244_641_675 0.40 -1.14 12547671tdcBlthreonine dehydratasel-

STM3245_65_99 0.03 -1.83 1254768ItdcAIDNA-binding transcriptional activatorl-

STM3246_9_43 0.99 -1.00 1254769IrnpBlmisc_RNAI+

STM3247_571_605 0.03 1.87 1254770lgarKlglycerate kinase II-

STM3248_185_219 0.00 -1.66 125477 1lgarRItartronate semialdehyde reductasel-

STM3249_385_419 0.05 1.53 125477 2lgarLlalpha-dehydro-beta-deoxy-D-glucarate aldolasel-

STM3250_1277_1311 0.02 -1.79 125477 3lgarDlgalactarate dehydrogenasel+

STM3251_649_683 0.80 -1.03 1254774I1STM3251Iputative sugar kinasel-

STM3252_401_435 0.03 1.43 1254775lagaRlAga operon transcriptional repressorl-

STM3253_289_323 0.14 -1.26 1254776lgatYltagatose-bisphosphate aldolasel+

STM3254_833_867 0.03 2.15 12547771STM3254|putative fructose-1-phosphate kinasel+

STM3255.701_735 0.56 1.07 1254778ISTM3255Iputative phosphotransferase system fructose-specific
component IIBl+

STM3256.97_131 0.03 137 1254779ISTM3256Iputative phosphotransferase system mannitol/fructose-

specific IIA domainl+



STM3258_81_115 0.13 -1.30 12547811STM3258lgalactitol-specific PTS system component IIAl+

STM3260_599_633 0.15 -1.15 1254783ISTM3260IPTS family galactitol-specific enzyme IICl+
STM3262_561_595 0.12 -1.32 1254785ISTM3262lgalactitol utilization operon transcriptional repressor|+
STM3263_689_723 0.03 1.82 1254786lyrallputative methyltransferasel-
STM3264_1236_1270 0.00 1.41 1254787lyraMIputative transglycosylasel+
STM3265_321_355 0.13 1.26 1254788lyraNIhypothetical proteinl+

STM3266_401_435 0.00 1.74 1254789lyra0IlDnaA initiator-associating protein DiaAl+
STM3267_321_355 0.09 1.44 1254790lyraPlhypothetical proteinl+

STM3268_449_483 0.03 1.17 1254791lyraRlputative nucleoside-diphosphate-sugar epimerasel-
STM3269_193_227 0.02 -1.78 1254792lyhbOlputative intracellular proteinasel+
STM3271_47_81 0.88 1.02 1254794lyhbQlhypothetical proteinl+

STM3272_49_83 0.13 -1.28 1254795lyhbS|putative transport proteinl-
STM3273_45_79 0.49 1.08 1254796lyhbTlputative lipid carrier proteinl-
STM3274_337_371 0.08 -1.29 1254797lyhbUlputative proteasel+

STM3276_289_323 0.09 -1.28 12547991lyhbWIlhypothetical proteinl+

STM3277_609_643 0.03 3.11 1254800ISTM327 7Iputative inner membrane proteinl-
STM3278_405_439 0.73 1.03 1254801ISTM3278lputative cytoplasmic proteinl+
STM3279_694_728 0.10 -1.34 1254802Imtrltryptophan permeasel-
STM3280.S_1563_1597 0.95 -1.01 1254803IdeaDIATP-dependent RNA helicase DeaDl-
STM3281_449_483 0.01 1.59 1254804 Inlplllipoprotein Nipll-

STM3282_1841_1875 0.36 -1.16 1254805Ipnplpolynucleotide phosphorylase/polyadenylasel-
STM3283_201_235 0.34 -1.28 1254806IrpsOI30S ribosomal protein S15I-
STM3284_609_643 0.08 -1.57 1254807I1truBItRNA pseudouridine synthase BI-
STM3285_321_355 0.34 1.11 1254808IrbfAlribosome-binding factor Al-
STM3286_2256_2290 0.04 -1.24 1254809linfBltranslation initiation factor IF-2I-
STM3287_1400_1434 0.26 1.08 1254810InusAltranscription elongation factor NusAl-
STM3288_241_275 0.46 1.21 125481 1lyhbClhypothetical proteinl-

STM3291_434_468 0.78 1.06 1254814ISTM3291Iputative cytoplasmic proteinl-
STM3292_9_43 0.35 -1.19 125481 5lleuUltRNAI-

STM3293_137_171 0.03 -1.26 1254816lsecGlpreprotein translocase subunit SecGl-
STM3294_339_373 0.60 1.18 125481 7IgimMlphosphoglucosamine mutasel-
STM3295_673_707 0.15 -1.29 125481 8lfolPldihydropteroate synthasel-
STM3296_1416_1450 0.04 -1.41 1254819IhfIBIATP-dependent metalloproteasel-
STM3297_289_323 0.64 1.02 1254820IrrmJI23S rRNA methyltransferase JI-
STM3298.S_33_67 0.06 -1.20 12548211lyhbYIRNA-binding protein YhbY|+

STM3299_203_237 0.11 -1.31 1254822IgreAltranscription elongation factor GreAl-



STM3300_563_597 0.35 1.09 1254823ldacBID-alanyl-D-alanine carboxypeptidase/endopeptidasel+

STM3301_510_544 0.01 1.60 1254824lobgEIGTPase ObgEl-

STM3302_217_251 0.24 -1.09 1254825lyhbElpseudol-

STM3303_37_71 0.01 -3.11 1254826IrpmAI50S ribosomal protein L271-

STM3304_225_259 0.02 -2.43 1254827IrplUIS0S ribosomal protein L211-

STM3305_497_531 0.13 1.09 1254828lispBloctaprenyl diphosphate synthasel+

STM3306_65_99 0.01 2.07 1254829InIpIDNA-binding transcriptional activator of maltose metabolisml+

STM3307_517_551 0.11 -1.38 1254830ImurAlUDP-N-acetylglucosamine 1-carboxyvinyltransferasel-

STM3308_209_243 0.03 -1.69 125483 1lyrbAlputative transcriptional regulatorl-

STM3309_97_131 0.01 1.57 1254832lyrbBlhypothetical proteinl-

STM3310_145_179 0.03 1.28 125483 3lyrbClputative transport proteinl-

STM3311_97_131 0.13 -1.50 1254834lyrbDlIputative transport proteinl-

STM3312_229_263 0.03 -1.24 1254835lyrbElputative transport proteinl-

STM3313_617_651 0.08 2.04 1254836lyrbFlputative ABC transporter ATP-binding protein YrbFI-

STM3314_273_307 0.10 1.12 1254837lyrbGlputative calcium/sodium:proton antiporterl+

STM3315_929_963 0.04 -1.31 1254838lyrbHID-arabinose 5-phosphate isomerasel+

STM3316_161_195 0.18 -1.15 1254839lyrbllI3-deoxy-D-manno-octulosonate 8-phosphate phosphatasel+

STM3317_385_419 0.06 1.14 1254840lyrbKlhypothetical proteinl+

STM3318_129_163 0.65 -1.03 125484 1lyhbNlhypothetical proteinl+

STM3319_565_599 0.14 -1.27 1254842lyhbGlputative ABC transporter ATP-binding protein YhbGl+

STM3320_643_677 0.00 -1.52 1254843IrpoNIRNA polymerase factor sigma-54|+

STM3321_217_251 0.09 -1.58 1254844lyhbHIputative sigma(54) modulation proteinl+

STM3323_457_491 0.02 -1.69 1254846lyhbJlhypothetical proteinl+

STM3324_233_267 0.0]1 212 1254847IptsOlphosphonhistidinoprotein-hexose phosphotransferase component
of N-requlated PTS system (Npr)l+

STM3325_369_403 0.94 1.01 1254848lyrbLIhypothetical proteinl+

STM3326_465_499 0.49 -1.17 1254849ImtgAlmonofunctional biosynthetic peptidoglycan transglycosylasel-

STM3327_129.163 0.16 1.22 ;sigifOlythlisoprenoid biosynthesis protein with amidotransferase-like

STM3328_2026_2060 0.07 1.68 125485 1larcBlaerobic respiration control sensor protein ArcBI-

STM3329_283_317 0.17 -1.30 1254852lyhcClputative FeS oxidoreductasel-

STM3330_4230_4264 0.39 1.14 1254853IgltBlglutamate synthase subunit alphal+

STM3331_1380_1414 0.39 1.58 1254854IgltDIglutamate synthase subunit betal+

STM3334_1114_1148 0.79 1.04 12548571STM3334|cytosine deaminasel+

STM3335_209_243 0.01 -2.05 1254858lyhcHIputative cytoplasmic proteinl-

STM3336_129_163 0.00 -3.13 1254859InanKIN-acetylmannosamine kinasel-



STM3337_193_227 0.03 -1.48 1254860InanEIN-acetylmannosamine-6-phosphate 2-epimerasel-

STM3340_545_579 0.09 1.69 1254863lyhcKltranscriptional regulator NanRI-
STM3341_409_443 0.86 1.03 1254864IsspBICIpXP protease specificity-enhancing factorl-
STM3342_145_179 0.08 1.25 1254865IsspAlstringent starvation protein Al-
STM3343_33_67 0.06 -1.88 1254866ISTM3343Iputative cytoplasmic proteinl-
STM3344_321_355 0.13 1.34 1254867IrpslI30S ribosomal protein S9I-
STM3345_129_163 0.01 -2.90 1254868IrpIMI50S ribosomal protein L13I-
STM3346_1086_1120 0.02 -1.91 1254869lyhcMIputative ATPasel-

STM3347_33_67 0.13 1.31 1254870lyhcBlcytochrome d ubiquinol oxidase subunit Illl+
STM3348_1153_1187 0.01 2.26 125487 11ldegQlserine endoproteasel+

STM3349_456_490 0.16 -1.09 1254872ldegSIserine endoproteasel+

STM3350_417_451 0.07 1.35 1254873ISTM3350lputative inner membrane proteinl-
STM3353_2_37 0.03 1.26 125487 6loadGloxaloacetate decarboxylase subunit gammal-
STM3354_97_131 0.26 1.29 12548771STM3354IL(+)-tartrate dehydratase subunit betal-
STM3355_129_163 0.81 -1.02 1254878ISTM3355Itartrate dehydratase subunit alphal-
STM3356_302_336 0.13 -1.32 1254879ISTM3356Iputative cation transporterl-
STM3357_65_99 0.22 1.22 1254880ISTM3357Iputative regulatory proteinl-
STM3358_105_139 0.09 -1.20 12548811STM3358lputative regulatory proteinl-
STM3359_833_867 0.00 -5.18 1254882Imdhimalate dehydrogenasel-

STM3360_129_163 0.02 -1.51 1254883largRlarginine repressorl+

STM3361_129_163 0.88 -1.02 1254884lyhcNIputative outer membrane proteinl+
STM3362_97_131 0.00 3.30 1254885ISTM3362Iputative periplasmic proteinl+
STM3363_95_133 0.03 1.77 1254886lyhcOlputative cytoplasmic proteinl-
STM3364_1673_1707 0.82 1.04 1254887lyhcPlp-hydroxybenzoic acid efflux subunit AaeBlI-
STM3365_161_195 0.12 1.30 1254888lyhcQlp-hydroxybenzoic acid efflux subunit AaeAl-
STM3366_132_166 0.03 2.37 1254889lyhcRIhypothetical proteinl-

STM3367_193_227 0.65 1.07 1254890lyhcSlputative DNA-binding transcriptional regulatorl+
STM3368_1215_1249 0.03 -1.54 1254891l1tldDImicrocin B17-processing proteinl-
STM3369_3314_3348 0.01 -1.59 1254892lyhdPlhypothetical proteinl-

STM3370_727_761 0.21 1.20 1254893]cafAlribonuclease Gl-

STM3371_513_547 0.00 -1.80 1254894Imaf|Maf-like proteinl-

STM3372_241_275 0.03 -1.70 1254895ImreDlrod shape-determining protein MreDI-
STM3373_374_408 0.03 1.42 I243;551:396ImreCIceII wall structural complex MreBCD transmembrane component
STM3374_637_671 0.08 -1.58 1254897ImreBlrod shape-determining proteinl-

STM3374.1n_61_95 0.05 1.93 2673730ISTM3374.1nlhypothetical proteinl+



STM3375_1438_1472 0.04 -1.32 1254898lyhdAlregulatory protein CsrDI-

STM3376_929_963 0.01 2.06 1254899lyhdHIputative oxidoreductasel+
STM3377_870_904 0.02 -1.43 1254900ISTM3377Iputative sulfite oxidase subunit YedYI+
STM3378_449_483 0.04 -1.36 1254901ISTM3378lputative sulfite oxidase subunit YedZI+
STM3379_401_435 0.04 -1.81 1254902laccBlacetyl-CoA carboxylase biotin carboxyl carrier protein subunitl+
STM3380_863_897 0.83 -1.06 1254903laccClacetyl-CoA carboxylase biotin carboxylase subunitl+
STM3381_65_99 0.06 -1.27 1254904lyhdTlhypothetical proteinl+

STM3382_1093_1127 0.06 -1.41 1254905IpanFlsodium/panthothenate symporter|+
STM3383_237_271 0.83 -1.05 1254906IprmAlribosomal protein L11 methyltransferasel+
STM3385_25_59 0.06 -1.30 1254908IfisIDNA-binding protein Fisl+

STM3386_697_731 0.11 1.85 1254909lyhdJIputative methyltransferasel+
STM3387_81_115 0.28 1.13 1254910lyhdUIputative periplasmic proteinl+
STM3388_1101_1135 0.05 2.51 12549111STM3388lputative signal transduction proteinl+
STM3389_81_115 0.12 1.13 125491 2lenvRIDNA-binding transcriptional regulator|-
STM3390_255_289 0.36 1.09 125491 3lacrElacriflavine resistance protein E precursor|+
STM3391_2563_2597 0.30 1.11 1254914lacrFimultidrug transport proteinl+
STM3392_73_107 0.00 12.55 125491 5lyhdViputative outer membrane lipoprotein|+
STM3399_225_259 0.01 -2.00 1254922lyrdAlputative ferripyochelin-binding proteinl+
STM3400_17_51 0.15 1.35 1254923lyrdBlputative periplasmic proteinl-
STM3401_433_467 0.03 -1.44 1254924laroElshikimate 5-dehydrogenasel-
STM3402_446_480 0.09 -1.47 1254925lyrdClputative ribosome maturation factorl-
STM3403_113_147 0.07 -1.19 1254926lyrdDlputative DNA topoisomerasel-
STM3404_97_131 0.01 -1.59 1254927Ismglhypothetical proteinl-

STM3405_846_880 0.03 -1.47 1254928Ismflhypothetical proteinl-

STM3406_161_195 0.06 1.14 1254929Ideflpeptide deformylasel+

STM3407_393_427 0.26 1.12 1254930Ifmtimethionyl-tRNA formyltransferasel+
STM3409_1082_1116 0.07 1.25 1254932ItrkAlpotassium transporter peripheral membrane component|+
STM3410_193_227 0.00 1.30 1254933ImscLllarge-conductance mechanosensitive channell+
STM3411_117_152 0.04 1.65 1254934ISTM341 1lputative cytoplasmic proteinl-
STM3412_81_115 0.07 1.39 1254935IzntRIzinc-responsive transcriptional regulatorl-
STM3413_241_275 0.01 2.01 1254936lyhdNlhypothetical proteinl-

STM3414_9_43 0.02 -1.87 1254937IrplQI50S ribosomal protein L171-
STM3415_769_803 0.00 -1.91 1254938IrpoAIDNA-directed RNA polymerase subunit alphal-
STM3416_545_579 0.02 -2.46 1254939IrpsDI30S ribosomal protein S4l-
STM3417_329_363 0.10 1.84 1254940IrpsKI30S ribosomal protein S111-

STM3418_233_267 0.01 -1.81 125494 11rpsMI30S ribosomal protein S13I-



STM3419_33_67
STM3420_333_367
STM3422_17_51
STM3423_209_243
STM3424_97_131
STM3425_137_171
STM3426_357_391
STM3427.S5_97_131
STM3428_353_387
STM3429_233_267
STM3430_33_67
STM3431_129_163
STM3432_143_177
STM3433_257_291
STM3434_385_419
STM3435_177_211
STM3436_121_155
STM3437_225_259
STM3438_153_187
STM3439_529_563
STM3440_385_419
STM3441_225_259
STM3443_315_349
STM3444_105_139

STM3445_972_1006
STM3446_1628_1662

STM3447_193_227
STM3448_321_355
STM3449_217_252
STM3450_165_199
STM3451_117_151
STM3452_105_139
STM3453_697_731
STM3454_156_190
STM3455_257_291
STM3456_105_139

0.80
0.01
0.01
0.01
0.04
0.01
0.02
0.02
0.01
0.01
0.00
0.03
0.02
0.01
0.03
0.00
0.01
0.01
0.02
0.01
0.00
0.01
0.16
0.36
0.04
0.04
0.03
0.05
0.66
0.04
0.09
0.09
0.58
0.05
0.23
0.74

-1.05
-2.48
-3.25
-2.99
-2.39
-3.17
-1.88
-3.29
-4.21
-1.63
-3.80
-2.74
-3.00
-2.95
-2.58
-8.12
-2.85
-5.23
-1.66
-2.44
-4.72
-2.58
-1.29
1.17
-1.84
-1.97
-1.89
-1.81
1.05
-1.56
-1.59
-1.51
1.09
2.14
1.32
-1.09

12549421IrpmJI50S ribosomal protein L36I-
1254943IsecYlpreprotein translocase subunit SecYl-
1254945IrpmDI50S ribosomal protein L30I-
1254946IrpsEI30S ribosomal protein S5I-
1254947IrpIRI50S ribosomal protein L18I-
1254948IrplFI50S ribosomal protein L6l-
1254949IrpsHI30S ribosomal protein S8I-
1254950IrpsNI30S ribosomal subunit protein S14l-
1254951IrplEISOS ribosomal protein L5I-
1254952IrpIXI50S ribosomal protein L24l-
1254953IrpINI50S ribosomal protein L14l-
1254954IrpsQI30S ribosomal protein S171-
1254955IrpomCI50S ribosomal protein L29I-
1254956IrplPI50S ribosomal protein L16I-
1254957IrpsCI30S ribosomal protein S3I-
1254958IrplVI50S ribosomal protein L221-
1254959IrpsSI30S ribosomal protein S19I-
1254960IrpIBI50S ribosomal protein L2I-

125496 1IrplWI50S ribosomal protein L23I-
1254962IrpIDI50S ribosomal protein L4I-
1254963IrpICI50S ribosomal protein L3|-
1254964IrpsJI30S ribosomal protein S10I-
1254966Ibfribacterioferritin iron storage and detoxification proteinl-
1254967Ibfdlbacterioferritin-associated ferredoxinl-
1254968]ltuflelongation factor Tul-
1254969IfusAlelongation factor Gl-
1254970IrpsGI30S ribosomal protein S7I-

125497 1IrpsLI30S ribosomal protein S12I-
1254972lyhelLlhypothetical proteinl-

125497 3lyheMlhypothetical proteinl-
1254974lyheNIhypothetical proteinl-

125497 5lyheOlputative regulatory proteinl-
1254976IfkpAIFKBP-type peptidyl-prolyl cis-trans isomerase (rotamase)l-
1254977IslyXlhypothetical proteinl+
1254978lIslyDIFKBP-type peptidyl-prolyl cis-trans isomerase (rotamase)l-
1254979lyheVlputative cytoplasmic proteinl-



STM3457_1639_1673 0.03 -1.21 1254980lkefBlglutathione-regulated potassium-efflux system protein KefBl-
1254981lyheRIglutathione-regulated potassium-efflux system ancillary protein

STM3458_97_131 0.08 -1.27 KefGl

STM3459_1261_1295 0.04 -1.73 1254982lyheSIputative ABC transporter ATP-binding proteinl+

STM3460_97_131 0.00 -2.50 12549831STM3460Ipseudol-

STM3461_161_195 0.06 1.45 1254984ISTM3461Ihypothetical proteinl-

STM3462_389_423 0.01 2.03 1254985lyheTlpredicted hydrolasel+

STM3463_137_171 0.07 -1.21 1254986lyheUlhypothetical proteinl+

STM3464_545_579 0.11 1.23 1254987IprkBlputative phosphoribulokinasel+

STM3465_173_207 0.00 -2.69 1254988lyhfAlhypothetical proteinl-

STM3466_25_59 0.36 1.08 1254989IcrplcAMP-regulatory proteinl+

STM3468_515. 549 0.05 1.61 1254991 largDlbifunctional N-§uccinyldiaminopimelatg-
aminotransferase/acetylornithine transaminase proteinl-

STM3469_289_323 0.98 -1.00 1254992IpabAlpara-aminobenzoate synthase component IlI-

STM3470_329_363 0.39 1.12 1254993lficlcell filamentation protein Ficl-

STM3471_129_163 0.54 -1.11 1254994lyhfGlhypothetical proteinl-

STM3472_533_567 0.00 4.65 125499 5IppiAlpeptidyl-prolyl cis-trans isomerase A (rotamase A)l-

STM3473_463_497 0.67 1.10 1254996lyhfClhypothetical proteinl+

STM3474_1753_1787 0.04 1.39 1254997InirBlnitrite reductase large subunitl+

STM3475_81_115 0.02 -1.28 1254998InirDInitrite reductase small subunitl+

STM3476_197_231 0.40 1.06 1254999InirClInitrite transporter NirCl+

STM3477_1271_1305 0.01 -1.90 1255000IcysGlsiroheme synthasel+

STM3478_5535_5569 0.27 1.08 1255001 IbigAlputative surface-exposed virulence proteinl+

STM3480_38_72 0.17 1.90 1255003lyhfLIputative outer membrane lipoproteinl+

STM3481_278_312 0.21 -1.38 1255004ItrpSltryptophanyl-tRNA synthetasel-

STM3482_385_419 0.71 1.04 1255005Igphlphosphoglycolate phosphatasel-

STM3483_105_139 0.21 -1.17 1255006Irpelribulose-phosphate 3-epimerasel-

STM3484_417_451 0.07 1.39 1255007IdamIDNA adenine methylasel-

STM3485_631_665 0.08 -1.73 1255008ldamXlhypothetical proteinl-

STM3486_642_676 0.01 -2.43 1255009laroBl3-dehydroguinate synthasel-

STM3487_449_483 0.02 -2.20 1255010laroKlshikimate kinase II-

STM3488_1000_1034 0.19 1.08 125501 11lhofQlpredicted fimbrial transporterl-

STM3489_129_163 0.84 -1.05 125501 2lyrfAlputative inner membrane proteinl-

STM3490_363_397 0.80 -1.03 125501 3lyrfBlputative inner membrane proteinl-

STM3491_481_515 0.65 -1.18 1255014lyrfClputative inner membrane proteinl-

STM3492_325_359 0.73 1.07 125501 5lyrfDIputative periplasmic proteinl-



STM3493_2190_2224
STM3494.5_145_179
STM3495_1246_1280
STM3496_177_211
STM3497_353_387
STM3498_65_99
STM3499_1111_1145
STM3500_954_988
STM3501_930_964
STM3502_193_227
STM3503_429_463
STM3504_1969_2003
STM3505_145_179
STM3506_1896_1930
STM3507_89_123
STM3508_841_875
STM3509_649_683
STM3510_17_51
STM3511_449_483
STM3512_846_880
STM3513_1856_1890
STM3514_1427_1461
STM3515_1707_1741
STM3516_153_187
STM3517_149_183
STM3518_981_1015
STM3519_.1099_1133
STM3520_17_51
STM3519.1N_124_158
STM3521_1291_1325
STM3523_513_547
STM3524_305_339
STM3525_65_99
STM3526_1318_1352
STM3527_65_99
STM3528_1265_1299

0.15
0.86
0.87
0.76
0.38
0.04
0.03
0.00
0.02
0.01

0.01

0.16
0.01

0.64
0.33
0.02
0.13
0.12
0.02
0.04
0.01

0.06
0.01

0.70
0.44
0.06
0.64
0.01

0.48
0.02
0.02
0.21

0.03
0.26
0.10
0.03

-1.34
1.02
-1.03
-1.02
-1.07
1.40
-1.60
-3.82
-1.21
1.70
1.55
-1.22
2.45
1.15
1.13
1.67
1.39
1.17
5.17
-1.58
1.45
1.54
-3.18
1.06
-1.09
1.42
1.08
2.10
1.10
1.59
-1.84
-1.12
-1.41
1.13
-1.11
1.40

1255016ImrcAlpeptidoglycan synthetasel+
1255017InudEIADP-ribose diphosphatase NudEl-

125501 8lyrfFlputative inner membrane proteinl+
1255019lyrfGlputative hydrolasel+
1255020lyrfHIribosome-associated heat shock protein Hsp1 51+
12550211hslOIHsp33-like chaperoninl+

1255022lyhgElputative inner membrane proteinl-
1255023IpckAlphosphoenolpyruvate carboxykinasel+
1255024lenvZlosmolarity sensor proteinl-
1255025lompRlosmolarity response regulatorl-
1255026IgreBltranscription elongation factor GreBl+
1255027lyhgFlputative RNase Rl+

1255028IfeoAlferrous iron transport protein Al+
1255029IfeoBlferrous iron transport protein Bl+
1255030lyhgGlputative cytoplasmic proteinl+
1255031ISTM3508Iputative cytoplasmic proteinl+
1255032lbioHIcarboxylesterase BioHI-

125503 3lyhgHIgluconate periplasmic binding proteinl+
1255034lyhgllpredicted gluconate transport-associated proteinl+
1255035IgntTlhigh-affinity gluconate permeasel+

125503 6ImalQl4-alpha-glucanotransferasel-

125503 7ImalPImaltodextrin phosphorylasel-
1255038ImalTltranscriptional regulator MalTI+
1255039ISTM351 6lputative cytoplasmic proteinl-
1255040ISTM351 7Iputative DNA-damage-inducibile proteinl-
125504 1IrtcAIRNA 3'-terminal-phosphate cyclasel-
1255042IrtcBlputative cytoplasmic proteinl-
1255043ISTM3520lIpseudol-

2673723ISTM3519.1NI-I-

1255044ISTM3521Iputative ribonucleoprotein related-proteinl-
1255046IglpRIDNA-binding transcriptional repressorl-
1255047IglpGlpredicted intramembrane serine proteasel-
1255048lglpElthiosulfate sulfurtransferasel-
1255049IglpDlglycerol-3-phosphate dehydrogenasel+
1255050ISTM3527Ihypothetical proteinl-
1255051ISTM3528lputative periplasmic phosphate-binding proteinl-



STM3529_367_401
STM3530_975_1009
STM3533_201_235
STM3534_2345_2379
STM3535_1043_1077
STM3536_905_939
STM3537_1074_1108
STM3538_1484_1518
STM3539_1020_1054
STM3540_73_107
STM3541_598_632
STM3542_175_209
STM3543_209_243
STM3544_641_675
STM3545_871_905
STM3546_321_355
STM3547.Sc_113_147
STM3548_609_643
STM3549_97_131
STM3550_836_870
STM3551_880_914
STM3552_201_235
STM3553_93_127
STM3554_552_586
STM3555_641_675
STM3557_1118_1152
STM3558_273_307
STM3559_3_37
STM3560_521_555
STM3561_49_83
STM3562_663_697
STM3563_657_691
STM3564_191_225
STM3565_25_59
STM3566_85_120
STM3567_259_293

0.04
0.33
0.06
0.14
0.02
0.17
0.02
0.81
0.97
0.04
0.43
0.03
0.01
0.14
0.05
0.53
0.01
0.06
0.08
0.09
0.33
0.12
0.03
0.18
0.01
0.01
0.46
0.21
0.12
0.41
0.85
0.06
0.72
0.01
0.00
0.82

-1.74
1.26
1.41

-1.17

-1.62

-1.12
1.50

-1.02
1.01
2.37

-1.05
2.35
1.94
1.39

-1.43
1.06
1.55
2.06
2.04
1.16

-1.09
1.32

-1.64

-1.13

-1.41

-2.39
1.07

-1.31

-1.23
1.07
1.02

-1.41
1.03
1.64
1.64
1.03

1255052IgldAlglycerol dehydrogenasel-

1255053ISTM3530Ipseudol+

1255056ISTM3533Iputative transcriptional regulatorl-
1255057IglgPlglycogen phosphorylasel-

1255058IglgAlglycogen synthasel-

1255059IglgClglucose-1-phosphate adenylyltransferasel-
1255060IglgXIglycogen debranching enzymel-

1255061IglgBlglycogen branching enzymel-
1255062lasdlaspartate-semialdehyde dehydrogenasel-
2673721ISTM3540I-I1+

1255064IgntUlgluconate transporter low affinity GNT 1 systeml-
1255065IgntKlgluconate kinase 11-

1255066IgntRIgluconate operon transcriptional repressorl-
1255067lyhhWIputative cytoplasmic proteinl-

1255068lyhhXlputative oxidoreductasel-

1255069lyhhYlputative acetyltransferase YhhYl+
1255070ISTM3547.Sclputative transcriptional regulator|+
12550711STM3548Iputative cytoplasmic proteinl+
1255072ISTM3549Iputative inner membrane proteinl+
1255073ISTM3550Iputative phosphotriesterasel+
1255074lggtlgamma-glutamyltranspeptidase periplasmic precursorl-

125507 5lyhhAlhypothetical proteinl+

1255076lugpQlcytoplasmic glycerophosphodiester phosphodiesterasel-
1255077lugpClglycerol-3-phosphate transporter ATP-binding subunitl-

125507 8lugpElglycerol-3-phosphate transporter membrane proteinl-
1255080lugpBlglycerol-3-phosphate transporter periplasmic binding proteinl-
12550811STM3558lIdeath-on-curing proteinl-

1255082lyhhVIputative cytoplasmic proteinl-
1255083llivFlleucine/isoleucine/valine transporter ATP-binding subunitl-
1255084llivGlleucine/isoleucine/valine transporter ATP-binding subunitl-
1255085llivMIleucine/isoleucine/valine transporter permease subunitl-
1255086llivHIbranched-chain amino acid transporter permease subunit LivHI-
1255087llivKIhigh-affinity branched-chain amino acid transporterl-
1255088lyhhKlputative acetyltransferasel+
1255089ISTM3566Iputative cytoplasmic proteinl+
1255090llivJihigh-affinity branched-chain amino acid transporterl-



STM3568_353_387
STM3569_281_315
STM3570_577_611
STM3571_1357_1391
STM3572_529_563
STM3573_13_47
STM3574_129_163
STM3575_385_419
STM3576_1712_1746

STM3577_813_847

STM3578_89_123
STM3579_249_283
STM3580_345_379

STM3581.S_1021_1055

STM3582_83_117
STM3583_33_67
STM3584_17_51

STM3586.S_1791_1825

STM3587_165_199
STM3588_774_808
STM3589_914_948
STM3590_65_99
STM3591_161_195
STM3592_1111_1145
STM3593_233_267
STM3594_1908_1942
STM3595_601_635
STM3596_33_67
STM3597_386_420
STM3598_573_607
STM3599_705_739
STM3600_33_67
STM3601_289_323
STM3602_257_291

0.14
0.01
0.04
0.04
0.96
0.03
0.21
0.58
0.27

0.25

0.00
0.35
0.01
0.01
0.90
0.03
0.13

0.18

0.03
0.04
0.03
0.02
0.11
0.04
0.40
0.12
0.00
0.11
0.83
0.05
0.10
0.81
0.10
0.48

1.29
2.40
1.84
-1.13
1.01
1.27
-1.18
1.03
-1.09

1.14

1.86
-1.14
2.46
1.97
-1.03
1.67
1.16

-1.11

1.37
-1.44
-1.34

1.74

1.34
-1.14
-1.12

1.34

2.33

2.14

1.05

2.14
-1.29

1.03
-1.21
-1.08

1255091IrpoHIRNA polymerase factor sigma-32I-
1255092IftsXlcell division protein FtsX|-

1255093IftsElcell division protein FtsEl-

1255094IftsYlcell division protein FtsY|-
1255095lyhhFlpredicted methyltransferasel+
1255096lyhhLlhypothetical proteinl+
1255097lyhhMIputative inner membrane proteinl-
1255098lyhhNIputative inner membrane proteinl+
1255099IzntAlzinc/cadmium/mercury/lead-transporting ATPasel+
1255100Itcplmethyl-accepting transmembrane citrate/phenol
chemoreceptorl+

1255101lyhhPIcell developmental protein SirAl-
1255102lyhhQlhypothetical proteinl+
1255103ISTM3580lhypothetical proteinl+
1255104lyhhSIhypothetical proteinl-
1255105lyhhTlputative permeasel+
1255106lacpTlholo-(acyl carrier protein) synthase 2|+
1255107InikRInickel responsive regulatorl+
1255109lyhiHIputative ABC-type multidrug transport system ATPase
component|-

12551 10lyhillhypothetical proteinl-

125511 1lyhiNlputative periplasmic proteinl-

12551 12IpitAllow-affinity phosphate transporter|+

12551 13luspBluniversal stress protein UspBI-

12551 14luspAluniversal stress protein Al+
1255115lyhiPlinner membrane transporter YhiPl+
1255116lyhiQlputative methyltransferasel-

12551 17lpriCloligopeptidase Al-
1255118ISTM3595Iputative phosphatasel-

12551 19lyhiRIputative cytoplasmic proteinl+
1255120Igorlglutathione reductasel+
12551211STM3598Iputative L-asparaginasel-
12551221STM3599lanaerobic C4-dicarboxylate transporterl-
1255123ISTM3600Iputative sugar kinasel-
1255124ISTM3601Iputative phosphosugar isomerasel-
1255125ISTM3602Iputative regulatory proteinl-



STM3603_1195_1229 0.00 2.43 1255126ItreFltrehalasel+

STM3604_1071_1105 0.09 1.22 12551271STM3604Iputative inner membrane proteinl-
STM3605_97_131 0.17 1.22 1255128ISTM3605Iputative phage endolysinl+
STM3606_273_307 0.01 2.48 1255129lyhjBlputative transcriptional regulator|-
STM3607_705_739 0.07 1.43 1255130lyhjClputative transcriptional regulator|+
STM3608_606_640 0.27 1.56 125513 1lyhjDlputative tRNA-processing ribonucleasel+
STM3609_1140_1174 0.00 -2.55 1255132lyhjElputative transport proteinl+
STM3610_1114_1148 0.22 -1.12 1255133lyhjGlputative inner membrane proteinl-
STM3611_385_419 0.51 -1.10 1255134lyhjHIEAL domain containing protein involved in flagellar functionl-
STM3612_289_323 0.01 -3.55 1255135lkdgKlketodeoxygluconokinasel+
STM3613_809_843 0.03 -1.96 1255136lyhjJiputative Zn-dependent peptidasel-
STM3614_896_930 0.01 -8.22 1255137IdctAlC4-dicarboxylate transporter DctAl-
STM3615_1743_1777 0.97 1.01 1255138lyhjKlputative diguanylate cyclase/phosphodiesterasel-
STM3616_2768_2802 0.18 -1.21 1255139lyhjLIcellulose synthase subunit BcsCl-
STM3617_511_545 0.07 -1.34 1255140ISTM3617lendo-1 4-D-glucanasel-
STM3618_1750_1784 0.39 -1.13 125514 1lyhjNIcellulose synthase regulator proteinl-
STM3619_1882_1916 0.39 -1.15 1255142lbcsAlcellulose synthase catalytic subunitl-
STM3620_433_467 0.09 1.11 1255143lyhjQlcell division proteinl-

STM3621_5_39 0.69 1.03 1255144lyhjRIputative cytoplasmic proteinl-
STM3622_717_751 0.03 1.59 1255145lyhjSlputative cytoplasmic proteinl+
STM3623_125_159 0.01 2.62 1255146lyhjTIputative inner membrane proteinl+
STM3624_1449_1483 0.30 1.11 1255147lyhjUlputative inner membrane proteinl+
STM3624.1N_239_273 0.74 1.10 2673734|STM3624.1NI-I-

STM3624A_97_131 0.05 -1.66 1255148ISTM3624Alcystathionine gamma-synthasel+
STM3625_1140_1174 0.06 1.42 1255149lyhjViputative transport proteinl+
STM3626_919_953 0.02 -2.04 1255150IdppFldipeptide transporter ATP-binding subunitl-
STM3627_401_435 0.00 -1.70 1255151IdppDldipeptide transporter ATP-binding subunitl-
STM3628_369_403 0.02 -1.53 1255152ldppCldipeptide transporterl-
STM3629_533_567 0.00 -3.54 1255153IdppBldipeptide transporter permease DppBI-
STM3630_777_811 0.88 1.03 1255154IdppAldipeptide transport proteinl-
STM3631_727_761 0.05 1.23 1255155ISTM3631Iputative xanthine permeasel-
STM3632_926_960 0.17 -1.35 1255156ISTM3632lhypothetical proteinl-
STM3635_1149_1183 0.40 1.18 1255159lyhjWiphosphoethanolamine transferasel-
STM3636_145_179 0.01 2.00 1255160llpfEllong polar fimbrial minor proteinl-
STM3638_2106_2140 0.05 -1.30 1255162lIpfCllong polar fimbrial outer membrane usher proteinl-

STM3640_353_387 0.04 1.23 1255164llpfAllong polar fimbrial protein A precursorl-



STM3641_385_419 0.79 1.04 1255165lyhjYlputative lipasel-

STM3642_97_131 0.96 1.00 1255166Itagl3-methyl-adenine DNA glycosylase I+
STM3643_81_115 0.01 -1.90 1255167lyiaClhypothetical proteinl+
STM3644_1399_1433 0.06 -1.40 1255168IbisClbiotin sulfoxide reductasel-
STM3645_625_659 0.01 3.07 1255169lyiaDlpredicted outer membrane lipoproteinl+
STM3646_209_243 0.00 -1.60 1255170lyiaEl2-hydroxyacid dehydrogenasel+
STM3647_513_547 0.37 1.09 125517 1lyiaFlputative outer membrane lipoproteinl-
STM3648_221_255 0.57 1.14 1255172lyiaGlputative transcriptional regulatorl+
STM3649_66_100 0.01 2.16 1255173lcspAlmajor cold shock proteinl+
STM3650_161_195 0.06 1.99 1255174ISTM3650lhypothetical proteinl+
STM3651_193_227 0.01 2.20 1255175ISTM3651Iputative acetyltransferasel-
STM3652_215_249 0.01 1.94 1255176ISTM3652Iputative cytoplasmic proteinl-
STM3653_129_163 0.07 1.22 1255177ISTM3653Iputative acetyltransferasel-
STM3654_53_87 0.78 -1.02 1255178ISTM3654Ipseudol-

STM3655_1615_1649 0.03 -1.95 1255179IglySlglycyl-tRNA synthetase subunit betal-
STM3656_785_819 0.01 -1.49 1255180IglyQlglycyl-tRNA synthetase subunit alphal-
STM3657_25_59 0.04 -1.47 1255181ISTM3657Iputative outer membrane lipoproteinl-
STM3658_693_727 0.88 -1.01 1255182lyiaHIputative inner membrane proteinl+
STM3659_153_187 0.02 1.41 1255183lyiaBlputative inner membrane proteinl-
STM3660_1384_1418 0.04 1.28 1255184IxylBIxylulokinasel-

STM3662_1140_1174 0.01 -1.66 1255186IxylRIxylose operon regulatory proteinl+
STM3663_769_803 0.05 1.47 1255187Ibaxlhypothetical proteinl-
STM3664_1157_1191 0.00 1.29 1255188ImalSlIperiplasmic alpha-amylase precursor|+
STM3666_241_275 0.02 1.95 1255190lysaAlputative oxidoreductasel-
STM3667_465_499 0.39 -1.15 125519 1lyialltranscriptional repressorl-
STM3668_489_523 0.88 -1.03 1255192lyiaK|2 3-diketo-L-gulonate reductasel+
STM3669_173_207 0.03 1.38 1255193lyialLlputative cytoplasmic proteinl+
STM3670_273_307 0.10 1.64 1255194ISTM3670lputative chemotaxis proteinl+
STM3672_1175_1209 0.11 2.10 1255196lyiaNIhypothetical proteinl+

STM3673_577_611 0.02 1.73 1255197lyiaOlputative periplasmic dicarboxylate-binding proteinl+
STM3675_481_515 0.45 -1.09 1255199IsgbHI3-keto-L-gulonate-6-phosphate decarboxylasel+
STM3676_513_547 0.49 1.15 1255200IsgbUlputative L-xylulose 5-phosphate 3-epimerasel+
STM3677_417_451 0.67 -1.05 1255201IsgbEIL-ribulose-5-phosphate 4-epimerasel+
STM3680_732_766 0.00 -15.10 1255204laldBlaldehyde dehydrogenase BlI-
STM3681_609_643 0.01 1.86 1255205ISTM3681Iputative transcriptional regulator|+

STM3682_1428_1462 0.12 -1.13 1255206IselBlselenocysteinyl-tRNA-specific translation factorl-



STM3683_1001_1035

STM3684_87_121

STM3685_1574_1608

STM3686_694_728
STM3687_193_227
STM3688_33_67

STM3689_141_175
STM3690_513_547

STM3692_1009_1043

STM3693_545_579
STM3694_592_626
STM3695_417_451
STM3696_70_104
STM3697_838_872
STM3698_888_922
STM3699_513_547
STM3700_533_567
STM3701_169_203
STM3702_129_163
STM3703_25_59
STM3704_826_860

STM3705_.1082_1116

STM3706_513_547
STM3707_740_774
STM3708_59_93

STM3709_582_616
STM3710_305_339
STM3711_48_82

STM3712_817_851
STM3713_856_890
STM3714_947_981
STM3715_593_627
STM3716_445_479
STM3717_784_818
STM3718_480_514

0.13
0.13
0.01
0.00
0.00
0.04
0.01
0.04
0.02
0.75
0.01
0.01
0.98
0.18
0.27
0.03
0.00
0.00
0.02
0.02
0.00
0.01
0.23
0.01
0.02
0.01
0.05
0.45
0.14
0.28
0.02
0.07
0.05
0.06
0.03

-1.11
-1.15
-4.19
-4.60
-4.38
1.81
2.10
2.62
-2.02
-1.16
-2.65
-1.44
-1.00
1.18
1.33
1.51
-2.76
-2.30
-2.36
-2.18
1.41
-1.65
1.25
1.27
1.50
-2.33
1.33
1.06
1.21
1.34
2.23
1.36
1.52
1.64
-1.60

1255207IselAlselenocysteine synthasel-
1255208]lyibFlpredicted glutathione S-transferasel-
1255209ImtlAlmannitol-specific enzyme IIABC component|+
12552 10ImtIDImannitol-1-phosphate 5-dehydrogenasel+
125521 1ImtIRImannitol repressor proteinl+
1255212ISTM3688Iputative cytoplasmic proteinl-
1255213lyibLlhypothetical proteinl+
1255214ISTM3690Iputative inner membrane lipoproteinl+
1255216llIdPIL-lactate permeasel+
1255217I1IdRIDNA-binding transcriptional repressorl+
1255218IllldDIL-lactate dehydrogenasel+
1255219lyibKlputative tRNA/rRNA methyltransferase YibKl+
1255220ISTM3696Iputative transcriptional regulatorl-
12552211STM3697Iputative mandelate racemasel+
12552221STM3698Iputative permeasel+
1255223IcysElserine acetyltransferasel-
1255224IgpsAINAD(P)H-dependent glycerol-3-phosphate dehydrogenasel-
1255225IsecBlpreprotein translocase subunit SecBl-
1255226IgrxClglutaredoxin 3I-

1255227lyibNIputative rhodanese-like sulfurtransferasel-
1255228lpmgliphosphoglyceromutasel+
1255229lyibPlhypothetical proteinl+

1255230lyigQlputative periplasmic proteinl+

125523 1lyibDlpredicted glycosyl transferasel-
1255232ItdhlL-threonine 3-dehydrogenasel-
1255233lkbll2-amino-3-ketobutyrate coenzyme A ligasel-
1255234IrfaDIADP-L-glycero-D-mannoheptose-6-epimerasel+
1255235IrfaFIADP-heptose:LPS heptosyltransferase Ill+
1255236IrfaClADP-heptose:LPS heptosyl transferase I+
1255237IrfaLlO-antigen ligasel+

1255238IrfaKlputative hexose transferasel-
1255239IrfaZllipopolysaccharide core biosynthesis proteinl-
1255240IrfaYllipopolysaccharide core biosynthesis proteinl-
125524 1Irfalllipopolysaccharide glucosyltransferasel-
1255242]rfalllipopolysaccharide-alpha-1 3-D-galactosyltransferasel-



STM3719_865_899

STM3720_111_147
STM3721_649_683
STM3722_254_288
STM3723_740_774
STM3724_1175_1209
STM3725_433_467
STM3726_129_163
STM3727_117_151
STM3728_113_147
STM3729_577_611

STM3730_686_720

STM3731_145_179
STM3732_161_195
STM3733_509_543
STM3734_65_99
STM3735_177_211
STM3736_105_139
STM3737_577_611
STM3738_393_427
STM3739_1023_1057
STM3740_81_115
STM3741_225_259

STM3742_2073_2107

STM3743_513_547
STM3744_1979_2013
STM3745_273_307
STM3746_655_689
STM3747_993_1027
STM3748_919_953
STM3749_2104_2138
STM3750_992_1026
STM3752_305_340

0.21

0.02
0.05
0.11
0.27
0.00
0.02
0.06
0.01
0.01
0.01

0.10

0.17
0.05
0.56
0.04
0.04
0.05
0.01
0.94
0.00
0.45
0.21

0.60

0.40
0.05
0.96
0.02
0.01
0.01
0.36
0.29
0.01

1.16

1.63
1.60
1.17
1.20
-1.32
-1.80
1.30
-2.37
-2.23
-1.77

1.59

-1.28
2.36
-1.07
1.16
1.54
-1.31
2.07
-1.02
-2.17
1.13
-1.25

1.05

-1.23
1.15
-1.01
1.40
-3.32
1.48
1.08
1.09
1.45

1255243IrfaBIUDP-D-galactose:(glucosyl)lipopolysaccharide-1 6-D-
galactosyltransferasel-

1255244lyibRIputative inner membrane proteinl-
1255245IrfaPllipopolysaccharide core biosynthetic proteinl-
1255246IrfaGlglucosyltransferase II-
1255247IrfaQllipopolysaccharide core biosynthesis proteinl-
1255248lkdtAl3-deoxy-D-manno-octulosonic-acid transferasel+
1255249IcoaDIphosphopantetheine adenylyltransferasel+
1255250ImutMlformamidopyrimidine-DNA glycosylasel-
12552511rpmGI50S ribosomal protein L33I-
12552521IrpmBI50S ribosomal protein L28I-
1255253IradCIDNA repair protein RadCl-
1255254ldfplbifunctional phosphopantothenoylcysteine
decarboxylase/phosphopantothenate synthasel+
1255255Idutldeoxyuridine 5'-triphosphate nucleotidohydrolasel+
1255256IsiImAlnucleoid occlusion proteinl+
1255257IpyrElorotate phosphoribosyltransferasel-
1255258Irphiribonuclease PHI-

1255259lyicClhypothetical proteinl+
1255260ISTM3736lputative transcriptional regulatorl-
12552611STM3737Iputative Zn-dependent hydrolasel+
1255262lyigClputative inner membrane proteinl+
1255263lligBINAD-dependent DNA ligase LigBI-
1255264Igmklguanylate kinasel+

1255265IrpoZIDNA-directed RNA polymerase subunit omegal+

1255266IspoTlbifunctional (p)ppGpp synthetase Il/ guanosine-3' 5'-bis

pyrophosphate 3'-pyrophosphohydrolasel+
1255267IspoUltRNA guanosine-2'-O-methyltransferasel+
1255268IrecGIATP-dependent DNA helicase RecGl+
1255269ISTM3745Iputative cytoplasmic proteinl-
1255270IgltSlglutamate transport proteinl-

125527 1lyicElputative purine/xanthine transport proteinl+
1255272lyicHIputative inner membrane proteinl+

125527 3lyicllalpha-xylosidase Yicll-

1255274lyicJlputative transporterl-
1255276ISTM3752Iputative cytoplasmic proteinl-



STM3753_512_546 0.18 1.09 12552771sugRIATP binding proteinl+

STM3754_257_291 0.03 1.32 1255278ISTM3754Iputative cytoplasmic proteinl+

STM3755_871_905 0.02 1.72 1255279IrhuMlputative cytoplasmic proteinl+

STM3755.1N_80_115 0.01 1.55 2673725|STM3755.1NI-I-

STM3757_2349_2383 0.44 -1.11 1255281 ImisLlputative autotransporter|+

STM3758_305_339 0.04 1.45 1255282IfidLIputative inner membrane proteinl-

STM3759.S_705_739 0.01 2.72 1255283ImarTlputative transcriptional regulator|-

STM3760_65_99 0.24 1.34 1255284ISTM3760I-I-

STM3761_417_451 0.01 3.86 1255285IsIsAlputative inner membrane proteinl+

STM3762_193_227 0.02 1.83 1255286IcigRlputative inner membrane proteinl-

STM3763_2000_2034 0.33 1.16 1255287ImgtBIMg2+ transporterl-

STM3764_577_611 0.31 1.31 1255288ImgtCIMg2+ transport proteinl-

STM3765_337_371 0.01 2.28 1255289lyicLlputative permeasel+

STM3766_561_595 0.20 -1.20 1255290ISTM3766Iputative cytoplasmic proteinl-

STM3767_657_691 0.07 -1.09 1255291ISTM3767Iputative cytoplasmic proteinl-

STM3768_655_689 0.35 1.18 1255292ISTM3768lputative selenocysteine synthasel-

STM3769.S_321_355 0.90 -1.03 1255293ISTM3769.SIputative phosphotransferase system enzyme IlI-

STM3770_641_675 0.05 1.24 1255294ISTM3770lputative phosphotransferase system enzyme IICI-

STM3771_81_115 0.15 1.21 1255295ISTM377 1Iputative phosphotransferase system enzyme IIBI-

STM3772_385_419 0.12 1.19 1255296ISTM3772Iputative phosphotransferase system enzyme IIAI-

STM3773_2376_2410 0.01 -1.57 1255297ISTM377 3lputative transcriptional regulatorl-

STM3774_229_263 0.15 1.32 1255298ISTM3774lputative inner membrane proteinl+

STM3775_640_674 0.02 -1.94 1255299ISTM3775lputative glycosyl hydrolasel+

STM3776_723_757 0.10 -1.29 1255300Inepllribonucleoside transporter|-

STM3777_273_307 0.02 2.75 1255301ISTM3777Iputative cytoplasmic proteinl+

STM3778_193_227 0.01 1.61 1255302ISTM3778lputative DNA-binding proteinl+

STM3779_16_50 0.28 1.36 1255303ISTM3779lputative phosphotransferase system HPr proteinl-

STM3780_549_583 0.52 1.08 1255304IgatYlputative fructose-1 6-bisphosphate aldolasel-

STM3781_694_728 0.11 1.36 1255305ISTM3781Iputative sugar kinasel-

STM3782_1096.1130 0.03 -1.49 1255306ISTM3782Iputative PTS system galactitol-specific enzyme IIC
componentl-

STM3783_185_219 0.04 2.15 1255307ISTM3783Iputative periplasmic proteinl-

STM3784_209._243 0.0]1 2.25 1 25!.5308ISTM37.84Iputative phosphotransferase system mannitol/fructose-
specific lIA domainl-

STM3785_17_52 0.01 -1.38 1255309ISTM3785Iputative regulatory proteinl-

STM3786_175_209 0.00 -2.32 12553 10lyicNIputative inner membrane proteinl-



STM3787_593_627 0.09 1.34 125531 1luhpTlsugar phosphate antiporter|-

STM3788_854_888 0.03 1.33 12553 12luhpClregulatory protein UhpCl-
STM3789_744_778 0.44 1.13 125531 3luhpBlsensory histidine kinase UhpBI-
STM3790_137_171 0.78 21.05 125531 4IghpAIDNA-binding response regulator in two-component regulatory
system wtih UhpBI-
STM3791_175_209 0.04 -1.93 1255315ISTM3791Iputative cytoplasmic proteinl-
STM3794_161_195 0.48 1.07 1255318ISTM3794Iputative regulatory proteinl+
STM3795_89_123 0.07 -1.72 12553 19lilvNlacetolactate synthase 1 regulatory subunitl-
STM3796_962_996 0.02 -1.91 1255320lilvBlacetolactate synthase catalytic subunitl-
STM3797_9_43 0.52 -1.42 1255321livbLIilvB operon leader peptidel-
STM3797A_3_37 0.49 1.22 1255322]ysdAl-I+
STM3796B_20_55 0.12 1.67 1255323lysdBI-I+
STM3798_378_412 0.02 1.61 1255325lemrDImultidrug resistance protein DI+
STM3799_279_313 0.01 1.70 1255326ISTM3799Iputative periplasmic proteinl-
STM3800_17_51 0.67 1.06 12553271dsdCIDNA-binding transcriptional dual regulator|-
STM3801_851_885 0.37 1.09 1255328ldsdXIDsdX permeasel+
STM3802_516_550 0.04 2.22 1255329ldsdAID-serine dehydratasel+
STM3803_97_131 0.00 -4.73 1255330lyidFlputative cytoplasmic proteinl-
STM3804_148_182 0.27 -1.12 125533 1lyidGlputative inner membrane proteinl-
STM3805_257_291 0.25 1.13 1255332lyidHIputative inner membrane proteinl-
STM3806_16_50 0.03 1.93 1255333|STM3806Ipseudol+
STM3807_1575_1609 0.18 1.16 1255334lyidElhypothetical proteinl-
STM3808.S_137_171 0.18 1.46 1255335libpBlheat shock chaperone lbpBI-
STM3809.S_257_291 0.04 1.90 1255336libpAlheat shock protein IbpAl-
STM3810_121_155 0.00 -2.53 1255337lyidQlhypothetical proteinl+
STM3811_804_838 0.05 1.31 1255338lyidRIputative cytoplasmic proteinl-
STM3812_882_916 0.31 1.10 1255339lccmHIputative heme lyase subunitl-
STM3820_690_724 0.05 2.68 1255347ISTM3820Iputative cytochrome c peroxidasel-
STM3821_383_417 0.10 1.55 1255348ltorDIchaperone protein TorDI-
STM3822_2066_2100 0.33 -1.20 1255349ltorAltrimethylamine N-oxide reductase subunitl-
STM3823_970_1004 0.90 1.08 1255350ItorCltrimethylamine N-oxide reductase cytochrome c-like subunitl-

1255351ItorRIDNA-binding response regulator in two-component regulatory

system with TorS|+

STM3825.570.604 0.20 112 1255352ItorTIperiplasmic sensory protein associated with the TorRS two-
component regulatory systemi|-

STM3827_1043_1077 0.17 -1.30 1255354ldgoTID-galactonate transport proteinl-

STM3824_569_603 0.13 -1.09



STM3828_446_480

STM3828.1N_734_768
STM3829_113_147
STM3830_385_419
STM3831_353_387
STM3832_680_714
STM3833_931_965
STM3834_485_519
STM3835_2056_2090
STM3837_1062_1096
STM3838_658_692
STM3839_13_47
STM3840_177_211
STM3842_1128_1162
STM3843_1006_1040
STM3844_478_512
STM3845_369_403
STM3847_477_511
STM3848_521_555
STM3849_561_595
STM3850_489_523
STM3851.S_1147_1181
STM3852_97_131
STM3853_53_87
STM3854_673_707
STM3855_73_107
STM3856_897_931
STM3857_634_668

STM3858_923_957
STM3859_481_515
STM3860_999_1033
STM3861_895_929

0.02

0.04
0.80
0.03
0.09
0.01
0.07
0.04
0.39
0.01
0.27
0.01
0.05
0.00
0.04
0.31
0.01
0.00
0.09
0.43
0.13
0.05
0.00
0.05
0.02
0.11
0.03
0.11

0.63
0.48
0.11
0.14

-1.72

-1.33
1.02
-1.59
1.24
1.38
1.36
2.70
-1.14
-2.23
1.21
-3.04
-1.58
-2.21
1.12
1.14
2.33
1.38
1.23
1.23
-1.23
-1.27
-2.16
-1.48
-1.51
-1.27
-1.39
-1.34

1.02
1.12
1.25
-1.11

1255355ldgoAl2-oxo-3-deoxygalactonate 6-phosphate aldolase/galactonate
dehydratasel-

2673742|STM3828.1NI-I-

1255356ldgoKI2-oxo-3-deoxygalactonate kinasel-
1255357IdgoRIgalactonate operon transcriptional repressorl-
1255358lyidAlpredicted hydrolasel-

1255359ISTM3832Iputative permeasel+

1255360ISTM3833Iputative mandelate racemasel+
12553611STM3834Iputative transcriptional regulator|+
1255362IgyrBIDNA gyrase subunit BI-

1255364IldnaNIDNA polymerase lll subunit betal-
1255365ldnaAlchromosomal replication initiation proteinl-
1255366IrpmHI50S ribosomal protein L34|+

1255367IrnpAlribonuclease Pl+

1255369lyidClputative inner membrane protein translocase component YidCl+
1255370ItrmEItRNA modification GTPase TrmEl+
12553711STM3844|pseudol+

1255372ISTM3845Iputative inner membrane proteinl+
1255374lyidYImultidrug efflux system protein MdtLI+
1255375lyidZIDNA-binding transcriptional regulator YidZ|+
1255376lyieElputative cytoplasmic proteinl+

1255377lyieFlputative oxidoreductasel+

1255378lyieGlhypothetical proteinl-

1255379lyieHlpredicted hydrolasel+

1255380IphoUltranscriptional regulator PhoUl-

125538 1IpstBlphosphate transporter subunitl-

1255382IpstAlphosphate transporter permease subunitl-
1255383IpstClphosphate transporter permease subunitl-
1255384IpstSIphosphate transporter subunitl-
1255385ISTM3858Iputative phosphotransferase system fructose-specific
component IIBI-

1255386laroElshikimate 5-dehydrogenasel-

1255387ISTM3860Iputative dipeptide/oligopeptide/nickel ABC-type transport
system periplasmic component|+

1255388IgImSID-fructose-6-phosphate amidotransferasel-



1255389IglmUlbifunctional N-acetylglucosamine-1-phosphate

STM3862_1268_1302 0.02 1.69 . .
uridyltransferase/glucosamine-1-phosphate acetyltransferasel-
STM3863_177_211 0.11 1.29 1255390ISTM3863Iputative permeasel-
STM3864_129_163 0.11 -1.31 12553911atpCIFOF1 ATP synthase subunit epsilonl-
STM3865_480_514 0.22 -1.33 1255392latpDIFOF1 ATP synthase subunit betal-
STM3866_641_675 0.01 -1.83 1255393latpGIFOF1 ATP synthase subunit gammal-
STM3867_1343_1377 0.20 -1.34 1255394latpAIFOF1 ATP synthase subunit alphal-
STM3868_321_355 0.07 -1.27 1255395latpHIFOF1 ATP synthase subunit deltal-
STM3869_57_91 0.51 1.07 1255396latpFIFOF1 ATP synthase subunit Bl-
STM3870_177_211 0.07 -1.38 1255397latpEIFOF1 ATP synthase subunit Cl-
STM3871_769_803 0.01 -1.68 1255398latpBIFOF1 ATP synthase subunit Al-
STM3872_9_43 0.04 -1.43 1255399latpllFOF1 ATP synthase subunit II-
STM3873.S_65_99 0.01 -1.68 1255400IgidBlglucose-inhibited division protein BI-
STM3874._1275.1309 0.02 1,73 éizdillﬂm IgidAItRNA uridine 5-carboxymethylaminomethyl modification enzyme
STM3875_105_139 0.01 -2.21 1255402ImioClflavodoxinl-
STM3876_337_371 0.04 1.41 1255403lasnCIDNA-binding transcriptional regulator AsnCl-
STM3877_745_779 0.02 1.73 1255404lasnAlasparagine synthetase AsnAl+
STM3878.S_1381_1415 0.13 -1.22 1255405lyieMlhypothetical proteinl-
STM3879_538_572 0.01 1.98 1255406lyieNIputative regulatory proteinl-
STM3880_1510_1544 0.01 -1.51 1255407ItrkDIpotassium transport protein Kupl+
STM3881_225_259 0.98 1.01 1255408IrbsDlhigh-affinity D-ribose transport proteinl+
STM3882_763_797 0.00 -2.10 1255409IrbsAlD-ribose transporter ATP binding proteinl+
STM3883_561_595 0.02 -2.11 1255410IrbsClribose ABC transporter permease proteinl+
STM3884_361_395 0.04 -1.47 125541 1IrbsBID-ribose transporter subunit RbsBl+
STM3885_193_227 0.01 -3.96 125541 2IrbsKlribokinasel+
STM3886_161_195 0.01 -1.62 125541 3IrbsRItranscriptional repressor RbsRI+
STM3887_1197_1231 0.41 -1.09 1255414lyieOlputative tranport proteinl-
STM3888_481_515 0.20 1.13 125541 5lyiePlputative regulatory proteinl-
STM3893_11_48 0.02 -2.09 125541919SImisc_RNAI+
STM3896_6_40 0.02 -2.23 12554221trpTItRNAI+
STM3897_97_131 0.01 1.18 1255423lyifAltranscriptional regulator HdfRI-
STM3898_97_131 0.01 -2.29 1255424lyifElhypothetical proteinl+
STM3899_522_556 0.03 1.36 1255425lyifBlputative ATP-dependent proteasel-
STM3900_9_43 0.88 -1.10 1255426lilvLIilvG operon leader peptidel+

STM3901_776_810 0.00 -13.21 1255427lilvGlacetolactate synthase 2 catalytic subunitl+



STM3902_9_43 0.00 -11.02 1255428lilvMlacetolactate synthase 2 regulatory subunitl+

STM3903_833_867 0.00 -9.87 1255429lilvElbranched-chain amino acid aminotransferasel+
STM3904_1236_1270 0.00 -13.51 1255430lilvDIldihydroxy-acid dehydratasel+
STM3905_1202_1236 0.00 -13.42 125543 1lilvAlthreonine dehydratasel+

STM3906_33_67 0.31 -1.18 1255432ISTM3906Iputative cytoplasmic proteinl+
STM3907_13_47 0.03 -1.33 1255433ISTM3907Iputative cytoplasmic proteinl+
STM3908_609_643 0.03 2.52 1255434lilvYIDNA-binding transcriptional regulator IIvYI-
STM3910_165_199 0.13 1.22 1255436lppiClpeptidyl-prolyl cis-trans isomerase Cl-
STM3911_89_123 0.01 1.51 1255437ISTM391 1lputative inner membrane proteinl+
STM3912_1330_1364 0.03 -1.55 1255438IreplATP-dependent DNA helicase Repl+
STM3913_1059_1093 0.26 1.21 1255439IgppAlguanosine pentaphosphate phosphohydrolasel-
STM3914_1099_1133 0.03 -1.22 1255440IrhIBIATP-dependent RNA helicase RhiBI-
STM3915_205_239 0.63 1.09 1255441 ItrxAlthioredoxinl+

STM3916_3_37 0.12 1.61 1255442IrhoLlpseudol+

STM3917_421_455 0.92 1.02 125544 3Irholtranscription termination factor Rhol+
STM3918_649_683 0.96 1.00 1255444Irfelundecaprenyl-phosphate N-acetylglucosaminyltransferasel+
STM3919_368_402 0.05 -1.26 1255445lwzzEllipopolysaccharide biosynthesis protein WzzE|l+
STM3920_708_742 0.10 1.20 1255446lwecBIUDP-N-acetyl glucosamine-2-epimerasel+
STM3921_984_1018 0.09 1.23 1255447IwecCIUDP-N-acetyl-D-mannosamine dehydrogenasel+
STM3922_389_423 0.23 1.09 1255448IrffGIdTDP-glucose 4 6-dehydratasel+
STM3923_177_211 0.01 1.61 1255449IrffHIglucose-1-phosphate thymidyl transferasel+
STM3924_473_507 0.34 1.42 1255450IlwecDITDP-fucosamine acetyltransferasel+
STM3925_420_454 0.09 1.18 1255451IwecEITDP-4-ox0-6-deoxy-D-glucose transaminasel+
STM3926_556_590 0.60 1.10 1255452IlwzxElO-antigen translocasel+

STM3927_929_963 0.28 1.08 1255453ISTM392714-alpha-L-fucosyltransferasel+
STM3928_1288_1322 0.23 1.35 1255454IlwecFlputative enterobacterial common antigen polymerasel+
STM3929_65_99 0.02 1.41 1255455IlwecGlputative UDP-N-acetyl-D-mannosaminuronic acid transferasel+
STM3930_1203_1237 0.27 -1.28 1255456lyifKlputative transport protein YifK|+

STM3931_33_67 0.85 1.16 1255457largXItRNAI+

STM3935_841_875 0.19 -1.21 1255461lhemYlputative protoheme IX biogenesis proteinl-
STM3936_659_693 0.68 -1.05 1255462lhemXlputative uroporphyrinogen Ill C-methyltransferasel-
STM3937_321_355 0.01 -1.44 1255463lhemDluroporphyrinogen-Ilil synthasel-
STM3938_241_275 0.03 -1.58 1255464lhemClporphobilinogen deaminasel-
STM3939_1964_1998 0.00 3.19 1255465IcyaAladenylate cyclasel+

STM3940_313_347 0.60 1.05 1255466ISTM3940lputative inner membrane proteinl+

STM3941_297_331 0.96 -1.00 12554671STM3941Iputative inner membrane proteinl+



STM3942_315_349
STM3943_141_175
STM3944_305_339
STM3945_145_179
STM3946_9_45
STM3947_769_803
STM3948_409_443
STM3949_97_131
STM3950_65_99
STM3951_1836_1870
STM3952_273_307
STM3953_273_307
STM3955_577_611
STM3956_49_83
STM3957_769_803
STM3958_1361_1395
STM3959_533_567
STM3960_65_99
STM3961_482_516
STM3962_129_163
STM3963_273_307
STM3964_529_563

STM3965_1930_1964

STM3966_521_555
STM3967_705_739
STM3968_481_515
STM3969_1152_1186
STM3970_321_355
STM3971_193_227
STM3972_1122_1156
STM3973_29_63
STM3974_433_467
STM3975_297_331
STM3977_289_323
STM3978_1232_1266

0.76
0.07
0.29
0.04
0.02
0.48
0.86
0.02
0.02
0.06
0.51

0.01

0.14
0.00
0.00
0.08
0.03
0.08
0.13
0.07
0.22
0.01

0.26

0.40
0.03
1.00
0.04
0.30
0.10
0.10
0.09
0.03
0.22
0.28
0.00

1.01
1.53
1.39
1.70
1.69
-1.08
-1.02
1.26
-1.28
1.43
1.09
1.79
1.14
-3.44
-1.68
-1.29
-1.41
-1.27
1.16
1.08
1.21
11.23

1.81

-1.11
-1.33
1.00
1.86
1.17
-1.23
1.33
1.19
1.49
1.20
1.18
-1.44

1255468ISTM3942Iputative cytoplasmic proteinl+
1255469IcyaYlfrataxin-like proteinl-
1255470ISTM3944|putative inner membrane proteinl-
12554711STM3945I|pseudol-

125547 2lyifLIputative outer membrane lipoproteinl+

125547 3ldapFldiaminopimelate epimerasel+
1255474lyigAlhypothetical proteinl+

125547 5IxerClsite-specific tyrosine recombinase XerCl+
1255476lyigBlpredicted hydrolasel+
1255477luvrDIDNA-dependent helicase Ill+
1255478lcorAlmagnesium/nickel/cobalt transporter CorAl+
1255479lyigFlputative inner membrane proteinl-

125548 1IrarDlchloramphenicol resistancel-
1255482lyigllhypothetical proteinl-
1255483IpldAlphospholipase Al+
1255484IrecQIATP-dependent DNA helicase RecQl+
1255485IrhtClthreonine efflux systeml+
1255486IrhtBlhomoserine/homoserine lactone efflux proteinl-
1255487IpldBllysophospholipase L2|+

1255488]lyiglLIpredicted hydrolasel+

1255489lyigMIputative transport proteinl+
1255490ImetRImetE/metH regulatorl-
1255491ImetEl5-methyltetrahydropteroyltriglutamate--homocysteine
methyltransferasel+

1255492ISTM3966Iputative arylsulfatase regulatorl+
1255493I|dIhHIputative dienelactone hydrolasel-
1255494|udpluridine phosphorylasel+

1255495lyigNIDNA recombination protein RmuCl+
1255496lubiElubiquinone/menaquinone biosynthesis methyltransferasel+
1255497lyigPlputative inner membrane proteinl+
1255498lubiBlputative ubiquinone biosynthesis protein UbiBl+
1255499ItatAltwin argininte translocase protein Al+
1255500ItatBlsec-independent translocasel+
12555011tatCITatABCE protein translocation system subunitl+
1255503IrfaHItranscriptional activator RfaHI-
1255504lyigCl3-octaprenyl-4-hydroxybenzoate decarboxylasel+



STM3979_529_563
STM3980_193_227
STM3981_60_94
STM3982_287_321
STM3983_1447_1481
STM3984_1005_1039
STM3985_289_323
STM3986_869_903
STM3987_153_187

STM3989/STM4133_4_38

STM3993_417_451
STM3994_129_163
STM3995_97_131
STM3996_641_675
STM3997_353_387
STM3998_193_227
STM3999_2300_2334
STM4000_27_65
STM4001_465_499
STM4002_48_82
STM4003_289_323
STM4004_1079_1113
STM4005_475_509
STM4006_307_341
STM4007_475_509
STM4009_1145_1179
STM4010_129_163
STM4011_833_867

STM4013.S_737_771

STM4014_289_323
STM4015_625_659
STM4016_307_341
STM4017_1095_1129
STM4018_1120_1154
STM4020.S_353_387

0.04
0.01
0.03
0.00
0.03
0.03
0.02
0.19
0.06
0.03
0.04
0.04
0.94
0.04
0.01
0.08
0.29
0.05
0.12
0.80
0.06
0.19
0.29
0.02
0.04
0.94
0.17
0.08

0.24

0.63
0.01
1.00
0.10
0.01
0.11

-1.38
2.73
2.02

-12.42

-2.05

-1.48

-1.77

-1.40

-1.21

-1.58
2.14
1.33
1.02
1.59
2.42
2.88
-1.06
4.19
1.19
-1.09
-1.63
1.19
-1.10
2.68
1.85
1.04
1.42
1.66

1.37

-1.06
1.52
-1.00
1.59
1.63
1.19

1255505IfrelFMN reductasel+

1255506ISTM3980Iputative outer membrane proteinl+
1255507ISTM3981Iputative cytoplasmic proteinl+
1255508IfadAl3-ketoacyl-CoA thiolasel-
1255509IfadBImultifunctional fatty acid oxidation complex subunit alphal-
1255510IpepQlproline dipeptidasel+

125551 1lyigZlhypothetical proteinl+

125551 2ltrkHIpotassium transporter|+
1255513lhemGlprotoporphyrinogen oxidasel+
1255515/1255659lileT/ileUItRNAI+
1255519ImobBImolybdopterin-guanine dinucleotide biosynthesis protein Bl-
1255520ImobAlmolybdopterin-guanine dinucleotide biosynthesis protein Al-
125552 1lyihDlputative cytoplasmic proteinl+

1255522lyihElpredicted kinasel+

1255523ldsbAlperiplasmic protein disulfide isomerase I+
1255524lyihGlputative endonucleasel-

1255525IpolAIDNA polymerase I+

2673732Ispflmisc_RNAI+

1255527lyihAlGTPase EngBI-

1255528ISTM4002Iputative cytoplasmic proteinl+
1255529lyihllhypothetical proteinl+
1255530lhemNIcoproporphyrinogen lll oxidasel+

125553 11gInGInitrogen regulation protein NR(I)I-
1255532IgInLInitrogen regulation protein NR(II)I-
1255533IgInAlglutamine synthetasel-

125553 5ItypAIGTP-binding proteinl+

1255536ISTM4010Olputative hydrolasel-

1255537ISTM401 1lputative inner membrane proteinl-
1255539ISTM401 3.SIputative membrane-associated metal-dependent
hydrolasel-

1255540ISTM4014lputative periplasmic proteinl-

12555411STM401 5Iputative cytoplasmic proteinl-
1255542lyshAlpredicted outer membrane porin LI-
1255543lyihOlputative GPH family transport proteinl-
1255544lyihPlputative GPH family transport proteinl-
1255546lyihRIputative aldose-1-epimerasel-



STM4021_979_1013
STM4022_801_835
STM4023_257_291
STM4024.S_33_67
STM4025_33_67
STM4026_257_291
STM4027_593_627
STM4028_2_36
STM4029_929_963
STM4030.S_253_287
STM4031_257_291
STM4032_257_291
STM4032.2N_97_131
STM4033_161_195
STM4034_321_355
STM4035_421_455
STM4036_681_715
STM4037_2884_2918
STM4038_425_459
STM4039_929_963
STM4040_548_582
STM4041_249_283
STM4042_493_527
STM4042A_105_139
STM4043_49_83
STM4044_438_472
STM4046_709_743
STM4047_983_1017
STM4048_449_483
STM4049_289_323
STM4050_740_774
STM4052_741_775
STM4053_209_243
STM4054_321_355
STM4055_49_83
STM4056.5_545_579

0.91
0.71
0.16
0.37
0.02
0.01
0.18
0.10
0.41
0.03
0.00
0.07
0.48
0.23
0.35
0.87
0.04
0.07
0.01
0.33
0.45
0.05
0.02
0.00
0.01
0.00
0.53
0.70
0.24
0.01
0.80
0.02
0.01
0.51
0.11
0.03

-1.09
-1.03
-1.29
-1.16
-1.57
1.72
1.14
1.72
-1.10
2.25
2.32
1.14
1.21
-1.21
1.11
-1.03
-1.25
1.86
1.92
1.26
1.06
1.54
1.95
2.93
-2.60
-5.55
1.19
1.08
-1.06
-2.58
-1.12
-1.17
1.49
1.25
-1.13
-1.83

1255547lyihSlputative isomerasel-

1255548]lyihTlputative aldolasel-

1255549lyihUlputative oxidoreductasel-

1255550lyihViputative sugar kinasel+

1255551lyihWlputative glycerol-3-phosphate regulon repressorl+
1255552lyihXlphosphatasel+

1255553Irbnlribonuclease BNI+

1255554lyihZID-tyrosyl-tRNA deacylasel+

1255555lyiiDlputative acetyltransferasel+
1255556ISTM4030.SIputative cytoplasmic proteinl-
1255557ISTM4031Iputative cytoplasmic proteinl-
1255558ISTM4032Iputative acetyl esterasel-
26737311STM4032.2NIhypothetical proteinl+
1255559ISTM4033Iputative regulatory proteinl+
1255560IfdhElformate dehydrogenase accessory protein FdhEI-
125556 1Ifdollformate dehydrogenase-O subunit gammal-
1255562IfdoHIformate dehydrogenase-O beta subunitl-
1255563IfdoGlformate dehydrogenase alpha subunitl-
1255564IfdhDIformate dehydrogenase accessory proteinl+
1255565ISTM4039Iputative inner membrane lipoproteinl-
1255566lyiiGlputative cytoplasmic proteinl+

12555671STM404 1 Iputative inner membrane proteinl-
1255568ISTM4042Iputative branched-chain amino acid permeasel-
12555691STM4042Alhypothetical proteinl+
1255570lyiiLlputative cytoplasmic proteinl-
12555711STM4044Iputative alcohol dehydrogenasel-
1255573IrhaAlL-rhamnose isomerasel-
1255574IrhaBlrhamnulokinasel-

1255575IrhaSIL-rhamnose operon regulatory proteinl+
1255576IrhaRIrhaRS operon regulatory proteinl+
1255577IrhaTIL-rhamnose/H+ symporter proteinl-
1255579ISTM4052Iputative C4-dicarboxylate transport systeml-
1255580ISTM4053Iputative C4-dicarboxylate transport systeml-
12555811STM4054Iputative periplasmic dicarboxylate-binding proteinl-
1255582IsodAlsuperoxide dismutasel+
1255583lyiiMlhypothetical proteinl+



STM4057_327_361

STM4058_1079_1113

STM4059_399_433

STM4060_137_171
STM4061_385_419
STM4062_129_163
STM4063_769_803
STM4064_161_195
STM4066_625_659
STM4067_778_812
STM4068_161_195
STM4069_33_67

STM4070_53_87

STM4071_25_59

STM4072_1330_1364
STM4074_1257_1291

STM4075_333_367
STM4076_139_173
STM4078_289_323
STM4079.S_97_131
STM4080_673_707
STM4081_193_227
STM4082_457_491
STM4083_333_367
STM4084_37_71

STM4085_940_974
STM4086_678_712
STM4087_545_579
STM4088_199_233
STM4089_441_475
STM4090_289_323
STM4091_365_399
STM4092_233_267
STM4093_897_931
STM4094_603_637

0.02
0.25

0.12

0.00
0.04
0.06
0.76
0.13
0.14
0.14
0.14
0.13
0.75
0.05
0.15
0.06
0.06
0.15
0.02
0.19
0.03
0.10
0.40
0.36
0.01
0.04
0.00
0.00
0.07
0.00
0.26
0.08
0.05
0.02
0.92

-1.06
1.15

1.55

13.88
1.28
1.37
1.29
1.60
-1.62
-1.12
1.30
1.42
-1.05
-12.37
-4.36
-8.53
-9.36
-4.14
-22.30
-3.71
-11.48
1.28
-1.15
1.12
1.73
-2.05
-51.35
-32.58
-1.33
3.21
1.15
1.38
1.77
1.37
1.02

1255584ISTM4057Iputative inner membrane proteinl+
1255585IcpxAltwo-component sensor proteinl-
1255586IcpxRIDNA-binding response regulator in two-component regulatory
system with CpxAl-

1255587IcpxPlperiplasmic repressor CpxPl+
1255588IfieFlferrous iron efflux protein Fl+
1255589IpfkAl6-phosphofructokinasel+

1255590Isbplsulfate transporter subunitl+

125559 11ushBICDP-diacylglycerol pyrophosphatasel+
1255593ISTM4066laminoimidazole riboside kinasel+
1255594ISTM4067Iputative ADP-ribosylglycohydrolasel+
1255595ISTM4068Iputative regulatory proteinl+
1255596ISTM4069Iputative periplasmic proteinl+
1255597ISTM407 Olputative cytoplasmic proteinl+
1255598ISTM407 1Iputative mannose-6-phosphate isomerasel-
1255599lydeVlautoinducer-2 (Al-2) kinasel-
1255601legolputative ABC-type aldose transport system ATPase component|+
1255602lydeYlputative sugar transport proteinl+
1255603lydeZlputative sugar transport proteinl+
1255605lyneBlaldolasel+

1255606lyneClautoinducer-2 (Al-2) modifying protein LsrGl+
12556071STM4080Iribulose-phosphate 3-epimerasel+
1255608]ItpiAltriosephosphate isomerasel-
1255609lyiiQlputative periplasmic proteinl-
1255610lyiiRlputative inner membrane proteinl+

125561 1Ifpriferredoxin-NADP reductasel-

125561 2IglpXifructose 1 6-bisphosphatase lll-

125561 3lglpKlglycerol kinasel-

1255614lglpFlglycerol diffusionl-

125561 5lyiiUlputative cytoplasmic proteinl+
1255616ImenGlribonuclease activity regulator protein RraAl-
1255617ImenAl1 4-dihydroxy-2-naphthoate octaprenyltransferasel-
1255618IhslUIATP-dependent protease ATP-binding subunitl-
12556191hsIVIATP-dependent protease peptidase subunitl-
1255620IftsNlessential cell division proteinl-

125562 1IcytRIDNA-binding transcriptional regulator CytRI-



STM4095_1912_1946
STM4096_127_161
STM4097_321_355
STM4098_1144_1178
STM4099_205_239
STM4100_290_324
STM4101_1658_1692
STM4102_245_279
STM4103_926_960
STM4104_1198_1232
STM4105_385_419
STM4106_1726_1760
STM4107_65_99
STM4108_605_639
STM4109_577_611
STM4110_1631_1665
STM4112_363_397
STM4113_193_227

STM4114_2003_2037

STM4115_161_195
STM4116_177_211
STM4117_417_451
STM4119_2517_2551
STM4120_793_827
STM4122_321_355
STM4123_1154_1188
STM4125_321_355
STM4126_1330_1364
STM4127_401_435
STM4128_97_131
STM4129_102_136
STM4130_1486_1520
STM4131_449_483
STM4137_862_896
STM4138_513_547

0.70
0.17
0.08
0.07
0.01
0.02
0.02
0.01
0.01
0.18
0.01
0.01
0.16
0.98
0.01
0.01
0.03
0.12

0.07

0.12
0.09
0.40
0.42
0.01
0.46
0.04
0.11
0.00
0.02
0.20
0.04
0.02
0.01
0.02
0.05

-1.06
1.33
1.79
1.92
3.02

10.64
4.25
2.09

-2.88
1.28
6.11

-3.63
1.65

-1.01
1.69

-2.13
1.24

-1.32

1.27

1.44
1.20
-1.10
1.23
2.49
1.14
1.54
1.35
-2.04
1.42
1.29
-1.26
-1.76
1.58
1.70
1.14

1255622IpriAlprimosome assembly protein PriAl-
1255623IrpmEI50S ribosomal protein L3 11+
12556241STM4097Iputative outer membrane lipoproteinl-
1255625ISTM4098Iputative arylsulfate sulfotransferasel-
1255626ImetJltranscriptional repressor protein MetJl-
1255627ImetBlcystathionine gamma-synthasel+
1255628ImetLlbifunctional aspartate kinase ll/homoserine dehydrogenase Ill+
1255629ISTM4102lputative inner membrane proteinl-
1255630ISTM4103Iputative cytoplasmic proteinl-
12556311STM4104Iputative 5'-nucleotidase/2' 3'-cyclic phosphodiesterasel+
1255632ImetFI5 10-methylenetetrahydrofolate reductasel+
1255633lkatGlhydroperoxidasel+

1255634lyijFlputative periplasmic proteinl-

1255635IgldAlglycerol dehydrogenasel-
1255636ItalClfructose-6-phosphate aldolasel-
1255637IptsAIPEP-protein phosphotransferasel-

1255639IfrwCIPTS system fructose-like IIC component|+
1255640IfrwBIPTS system fructose-like [IB component 11+

125564 1IpflDIpredicted formate acetyltransferase 2 (pyruvate formate lyase
N+

1255642IpflClpyruvate formate lyase Il activasel+
1255643IfrwDIPTS system fructose-like IIB component 2|+
1255644lyijOlputative regulatory proteinl-
1255646lppclphosphoenolpyruvate carboxylasel-
1255647largElacetylornithine deacetylasel-
1255649largBlacetylglutamate kinasel+
1255650largHlargininosuccinate lyasel+

125565 1loxyRIDNA-binding transcriptional regulator OxyRI+
1255652ludhAlsoluble pyridine nucleotide transhydrogenasel-
1255653lyijCIDNA-binding transcriptional repressor FabRI+
1255654lyijDIhypothetical proteinl+

1255655ItrmAItRNA (uracil-5-)-methyltransferasel-
1255656IbtuBlvitamin B12/cobalamin outer membrane transporterl+
1255657Imurllglutamate racemasel+

1255663 ImurBIUDP-N-acetylenolpyruvoylglucosamine reductasel+
1255664IbirAlbiotin--protein ligasel+



STM4139_609_643
STM4140_65_100
STM4141_117_151
STM4146_980_1014
STM4147_225_259
STM4148_193_227
STM4149_385_419
STM4150_137_171
STM4151_225_259
STM4153_3350_3384
STM4154_3225_3259
STM4155_3_37
STM4156_127_164
STM4157_780_814
STM4157.1N_55_89
STM4158_93_127
STM4159_647_681
STM4160_122_156
STM4162_353_387
STM4163_193_227
STM4164_1313_1347
STM4165_81_115
STM4166_737_771
STM4167_402_436
STM4168_161_195
STM4169_481_515
STM4170_113_147
STM4171_577_611
STM4172_305_339
STM4173_895_929
STM4174_471_505
STM4175_803_837

STM4176_1503_1537

STM4181_289_323
STM4182_385_419

0.83
0.65
0.59
0.01
0.06
0.01
0.01
0.01
0.01
0.05
0.01
0.01
0.01
0.89
0.28
0.01
0.15
0.05
0.06
0.04
0.98
0.06
0.02
0.03
0.02
0.10
0.01
0.13
0.09
0.45
0.15
0.00

0.00

0.94
0.01

-1.05
1.20
-1.04
-2.78
-1.25
-1.76
-3.39
-4.70
-2.25
-2.26
-3.86
-1.89
2.38
-1.02
1.96
3.28
-1.64
-2.12
-1.80
-2.35
1.01
-1.48
1.69
1.32
1.23
1.52
-1.80
-1.32
1.45
-1.20
-1.28
-3.78

-4.97

-1.01
13.69

1255665IcoaAlpantothenate kinasel-
1255666ISTM4140lpseudol-

12556671STM4141Iputative cytoplasmic proteinl-
1255672ltuflelongation factor Tul+

125567 3lIsecElpreprotein translocase subunit SecEl+
1255674InusGltranscription antitermination protein NusGl+
1255675IrplKIS0S ribosomal protein L1171+
1255676IrplAI50S ribosomal protein L11+
12556771rplJI50S ribosomal protein L10I+
1255679IrpoBIDNA-directed RNA polymerase subunit betal+
1255680IrpoCIDNA-directed RNA polymerase subunit beta'l+
12556811STM4155Iputative inner membrane proteinl+
1255682ISTM4156Iputative cytoplasmic proteinl-
1255683ISTM4157Iputative cytoplasmic proteinl+
2673736ISTM4157.1NI-I-

1255684ISTM4158lputative cytoplasmic proteinl+
1255685IthiHIthiamine biosynthesis protein ThiHI-
1255686IthiGlthiazole synthasel-

1255688]IthiFlthiamine biosynthesis protein ThiFl-
1255689lthiElthiamine-phosphate pyrophosphorylasel-
1255690IthiClthiamine biosynthesis protein ThiCl-
125569 1Irsdlanti-RNA polymerase sigma 70 factorl-
1255692InudCINADH pyrophosphatasel+
1255693lhemEluroporphyrinogen decarboxylasel+
1255694Infilendonuclease VI+

1255695lyjaGlputative cytoplasmic proteinl+
1255696lhupAltranscriptional regulator HU subunit alphal+
1255697lyjaHIputative inner membrane proteinl+
1255698lzraPlzinc resistance proteinl-
1255699lhydHIsensor protein ZraSI+
1255700lhydGltranscriptional regulatory protein ZraR|+
1255701IpurDIphosphoribosylamine--glycine ligasel-
1255702lpurHIbifunctional phosphoribosylaminoimidazolecarboxamide
formyltransferase/IMP cyclohydrolasel-
1255707lyjaBlhypothetical proteinl-
1255708ImetAlhomoserine O-succinyltransferasel+



STM4183_1115_1149 0.91 1.02 1255709laceBlmalate synthasel+

STM4184_434_468 0.07 -1.62 12557 10laceAlisocitrate lyasel+

STM4185.1137_1171 0.05 21.39 ;rzo!iz;: laceKlbifunctional isocitrate dehydrogenase kinase/phosphatase
STM4186_345_379 0.19 1.29 1255712ISTM4186Iputative cytoplasmic proteinl-
STM4187_65_99 0.08 -1.31 12557 13liclRlacetate operon transcriptional repressor IcIRI-
STM4188.5_2813_2847 0.10 -1.44 12557 14ImetHIB12-dependent methionine synthasel+
STM4189_1113_1147 0.19 1.28 12557 15lyjbBlputative transport proteinl+
STM4190_133_167 0.02 -2.20 12557 16lpepElpeptidase El-

STM4191_41_75 0.05 1.73 12557171STM4191Iputative cytoplasmic proteinl+
STM4192_353_387 0.01 -2.39 1255718ISTM4192Iputative cytoplasmic proteinl+
STM4193_545_579 0.21 -1.21 1255719lyjbCI23S rRNA pseudouridine synthase Fl+
STM4194_132_166 0.02 1.48 1255720lyjbDlhypothetical proteinl-

STM4195_417_451 0.01 -1.34 12557211STM4195Iputative Na+-dependent transporter|-
STM4196_549_587 0.02 2.83 12557221STM4196Iputative cytoplasmic proteinl-
STM4197_109_144 0.07 2.18 1255723ISTM4197Iputative inner membrane proteinl-
STM4198_321_355 0.50 1.10 12557241STM4198lputative cytoplasmic proteinl-
STM4199_481_515 0.19 -1.13 1255725ISTM4199Iputative cytoplasmic proteinl-
STM4202_1077_1111 0.23 -1.23 1255728ISTM4202Iputative phage baseplate proteinl-
STM4204_869_903 0.12 1.97 1255730ISTM4204Iputative inner membrane proteinl-
STM4205_841_875 0.09 2.10 12557311STM4205Iputative phage glycosyltransferasel-
STM4206_200_234 0.02 1.26 1255732ISTM4206Iputative phage glucose translocasel-
STM4207_369_403 0.04 2.00 1255733ISTM4207Iputative phage baseplate componentl-
STM4208_237_271 0.01 1.70 1255734ISTM4208Iputative cytoplasmic proteinl-
STM4209_33_67 0.11 -1.18 1255735ISTM4209Iputative inner membrane proteinl-
STM4210_481_515 0.02 2.59 1255736ISTM4210lputative methyl-accepting chemotaxis proteinl-
STM4211.1N_193_227 0.20 -1.13 26737411STM4211.1NI-I-

STM4213_957_991 0.36 1.08 1255739ISTM421 3lputative phage tail sheath proteinl-
STM4216_205_239 0.10 1.55 12557421STM421 6lputative inner membrane proteinl-
STM4217_312_346 0.08 2.18 1255743ISTM421 7Iputative soluble lytic murein transglycosylasel-
STM4218_45_79 0.03 1.48 12557441STM421 8lputative inner membrane proteinl-
STM4219.5_209_243 0.10 1.38 1255745ISTM4219.SIputative cytoplasmic proteinl+
STM4220_1231_1265 0.44 -1.13 1255746llysClaspartate kinase llli-

STM4221_1323_1357 0.25 1.23 1255747Ipgilglucose-6-phosphate isomerasel+
STM4222.5_120_154 0.13 1.75 1255748lyjbElputative outer membrane proteinl+

STM4223_321_355 0.64 -1.05 1255749lyjbFlputative outer membrane lipoproteinl+



STM4224_321_355
STM4225_1274_1308
STM4226_321_355
STM4227_737_771
STM4229_1064_1098
STM4230_975_1009
STM4231_760_794
STM4232_545_579
STM4233_193_227
STM4234_33_67
STM4235_2254_2288
STM4236_278_312
STM4237_283_317
STM4238_1031_1065
STM4239_73_107
STM4240_129_163
STM4241_113_147
STM4243_705_739
STM4244_121_155
STM4245_265_299
STM4246_1313_1347
STM4247_849_883
STM4248_611_645
STM4249_577_611
STM4250_369_403
STM4251_257_291
STM4252_281_315
STM4254_2659_2693
STM4255_33_67
STM4256_226_260
STM4257_273_307
STM4258_506_540
STM4259_753_787
STM4260_1199_1233
STM4261_7001_7035
STM4262_1948_1982

0.37
0.49
0.04
0.39
0.09
0.05
0.08
0.05
0.01
0.02
0.00
0.05
0.10
0.95
0.03
0.10
0.03
0.24
0.01
0.12
0.03
0.02
0.05
0.01
0.03
0.30
0.15
0.98
0.78
0.23
0.06
0.06
0.02
0.82
0.16
0.01

-1.11
1.14
2.36
1.16

-1.34
2.48

-1.24
1.10
1.91
1.25

-1.98

-1.51
1.26
1.01
1.43
1.49
1.43

-1.22
1.76

-1.07

-1.81

-2.07

-2.22

-1.72
1.45
1.19
1.26
1.01

-1.08
1.24
3.22
2.50
3.05
1.15

-1.29
2.20

1255750lyjbGlputative periplasmic proteinl+
1255751lyjbHIputative outer membrane lipoproteinl+
1255752lyjbAlphosphate-starvation-inducible protein PsiEl+
1255753ImalGImaltose transporter permeasel-
1255755ImalElmaltose ABC transporter periplasmic proteinl-
1255756ImalKimaltose/maltodextrin transporter ATP-binding proteinl+
1255757IlamBImaltoporinl+

1255758ImalMImaltose regulon periplasmic proteinl+
1255759lubiClchorismate pyruvate lyasel+
1255760IlubiAl4-hydroxybenzoate octaprenyltransferasel+
1255761IplsBlglycerol-3-phosphate acyltransferasel-
1255762ldgkAldiacylglycerol kinasel+

1255763llexAlLexA repressorl+
1255764ldinFIDNA-damage-inducible SOS response proteinl+
1255765ISTM4239Iputative cytoplasmic proteinl+
1255766lyjbJlputative stress-response proteinl+

1255767Izurlzinc uptake transcriptional repressorl-
1255769lyjbNItRNA-dihydrouridine synthase Al+
1255770IpspGlphage shock protein Gl+

125577 1lgorlquinone oxidoreductase NADPH-dependentl-
1255772ldnaBlreplicative DNA helicasel+

1255773lalrlalanine racemasel+

1255774ltyrBlaromatic amino acid aminotransferasel+
1255775laphAlacid phosphatase/phosphotransferasel+
1255776lyjbQlputative cytoplasmic proteinl+
1255777lyjbRIputative cytoplasmic proteinl+
1255778ISTM4252|putative inner membrane proteinl-
1255780luvrAlexcinuclease ABC subunit Al-
12557811STM4255Iputative cytoplasmic proteinl+
1255782Issblsingle-strand DNA-binding proteinl+
1255783ISTM42571hypothetical proteinl+
1255784ISTM4258Iputative methyl-accepting chemotaxis proteinl+
1255785ISTM4259Iputative ABC exporter outer membrane component!+
1255786ISTM4260Ipredicted cation efflux pumpl+
1255787ISTM4261Iputative inner membrane proteinl+
1255788ISTM4262Iputative ABC-type bacteriocin/lantibiotic exporterl+



STM4263_177_211
STM4264_1467_1501
STM4265_113_147
STM4266_289_323
STM4267_145_179
STM4268_735_769
STM4269_1416_1450
STM4270_161_195
STM4271_297_331
STM4273_763_797
STM4274_73_107
STM4275_1376_1410
STM4276_45_83
STM4277_1142_1176
STM4279_545_579
STM4280_441_475
STM4281_2008_2042
STM4282_369_403
STM4284_513_547
STM4285_1597_1631
STM4286_129_163
STM4287.5_9_43
STM4288_129_163
STM4289_119_153
STM4290_840_874
STM4291_376_410

STM4292_385_419

STM4293_1349_1383
STM4294_531_565
STM4295_257_291
STM4297_577_611
STM4299_568_602
STM4300_1072_1106
STM4301_1142_1176
STM4302_9_43

0.00
0.30
0.16
0.02
0.50
0.01
0.02
0.20
0.05
0.01
0.00
0.00
0.17
0.23
0.33
0.29
0.10
0.47
0.33
0.05
0.05
0.01
0.94
0.42
0.06
0.00

0.01

0.04
0.09
0.01
0.91
0.03
0.02
0.01
0.27

12.42
-1.09
1.47
3.22
-1.11
-3.26
1.34
1.16
-1.37
-7.54
-8.67
-46.59
1.27
1.10
1.15
-1.14
a7
.14
.53
.28

_ ) )

2.65
-1.01
1.10
1.69
.59

1.96

1.93
1.14
3.10
1
1

—_

.04
.35
-1.85
-1.54
-1.30

1255789lyjcBlputative inner membrane proteinl-
1255790lyjcClputative diguanylate cyclase/phosphodiesterasel+
12557911soxSIDNA-binding transcriptional dual regulatorl-
1255792IsoxRIredox-sensing transcriptional activatorl+
1255793ISTM4267Iputative glutathione S-transferasel+
1255794lyjcDlhypothetical proteinl+

1255795lyjcEINa/H transport proteinl+

1255796ISTM427 0lputative transcriptional regulatorl-
1255797ISTM427 1lputative inner membrane proteinl+
1255799lactPlacetate permeasel-

1255800lyjcHlputative inner membrane proteinl-
1255801lacslacetyl-CoA synthetasel-
1255802ISTM4276lputative cytoplasmic proteinl+
1255803InrfAlcytochrome c nitrite reductasel+
1255805InrfClputative formate-dependent nitrite reductasel+
1255806InrfDIputative formate-dependent nitrate reductasel+
1255807InrfElformate-dependent nitrite reductasel+
1255808InrfGlformate-dependent nitrite reductase complex subunit NrfGl+
1255810lyjcOltetratricopeptide repeat proteinl-

125581 1IfdhFlformate dehydrogenasel-

125581 2llpxOlputative dioxygenasel-

125581 3IphnOlaminoalkylphosphonic acid N-acetyltransferasel-
1255814IphnBlhypothetical proteinl-

125581 5IphnAlhypothetical proteinl-
1255816lproPlproline/glycine betaine transporterl+
1255817IbasSIsensor protein BasS/PmrBI-

125581 8lbasRIDNA-binding response regulator in two-component regulatory
system with BasSlI-

1255819lyjdBlpredicted metal dependent hydrolasel-
1255820lyjdElarginine:agmatin antiporter|-

125582 1ladiYltranscriptional activatorl-
1255823ImelRIDNA-binding transcriptional dual regulatorl-
1255825ImelBImelibiose:sodium symporter|+
1255826IfumBlfumarase BI-

1255827IdcuBlanaerobic C4-dicarboxylate transporterl-
1255828ISTM4302Iputative cytoplasmic proteinl-



STM4304_1369_1403 0.00 -3.70 1255830IdcuSIsensory histidine kinase DcuSI-
125583 1ISTM4305.SIputative anaerobic dimethylsulfoxide reductase subunit

STM4305.5_2055_2089 0.01 -3.00 Alt

STM4306_513_547 0.25 -1.36 1255832ISTM4306Iputative anaerobic dimethylsulfoxide reductase subunit Bl+
STM4307_105_139 0.06 -1.24 1255833ISTM4307Iputative anaerobic dimethylsulfoxide reductase subunit Cl+
STM4308_390_424 0.03 -1.61 1255834ISTM4308Iputative anaerobic dehydrogenase component|+
STM4309_850_884 0.02 1.29 1255835ISTM4309lhypothetical proteinl-

STM4310_641_675 0.06 -2.09 1255836ISTM4310lputative inner membrane proteinl+
STM4312_49_83 0.02 2.12 1255838ISTM4312lhypothetical proteinl-

STM4313_81_115 0.03 1.41 1255839ISTM431 3Iputative cytoplasmic proteinl-
STM4314_119_153 0.08 1.90 1255840ISTM4314Iputative regulatory proteinl-

STM4316_51_85 0.16 1.24 1255842ISTM4316lputative cytoplasmic proteinl-
STM4317_153_187 0.07 1.25 1255843ISTM4317lhypothetical proteinl+

STM4318_145_179 0.01 1.67 1255844ISTM431 8lputative acetyltransferasel+
STM4319_457_491 0.00 4.54 1255845IphoNInon-specific acid phosphatasel-

STM4320_41_75 0.73 1.03 1255846ISTM4320Iputative regulatory proteinl+
STM4322_513_547 0.48 1.09 1255848lyjdClputative transcriptional regulatorl-
STM4324_247_281 0.03 1.27 1255850IcutAldivalent-cation tolerance protein CutAl-
STM4325_911_945 0.13 -1.71 125585 1IdcuAlanaerobic C4-dicarboxylate transporterl-
STM4326_1078_1112 0.00 -4.14 1255852laspAlaspartate ammonia-lyasel-

STM4327_49_83 0.26 1.24 1255853IfxsAlFxsAl+

STM4328_883_917 0.03 3.34 1255854lyjeHlinner membrane protein YjeHI-

STM4329_49_83 0.17 1.24 1255855IgroESIco-chaperonin GroESI+

STM4330_760_794 0.29 1.42 1255856IgroELIchaperonin GroELI+

STM4331_146_180 0.22 -1.11 1255857lyjellputative outer membrane lipoproteinl+
STM4332_353_387 0.78 -1.02 1255858lyjeldlputative inner membrane proteinl-
STM4333_366_400 0.01 1.24 1255859lyjeKlputative aminomutasel-

STM4334_513_547 0.01 -2.19 1255860lefplelongation factor Pl+

STM4335_41_75 0.02 -1.63 125586 1lecnAlputative entericidin A precursorl+
STM4337_257_291 0.02 1.41 1255863lecnRIputative regulatory proteinl-

STM4338_257_291 0.07 1.28 1255864IsugElquaternary ammonium compound-resistance protein SugEl+
STM4339_401_435 0.08 1.49 1255865Iblclouter membrane lipoprotein Blcl-

STM4340_291_325 0.00 -3.79 1255866IfrdDIfumarate reductase subunit DI-

STM4341_359_393 0.00 -11.56 1255867IfrdClfumarate reductase subunit Cl-

STM4342_193_227 0.00 -6.59 1255868IfrdBlfumarate reductase iron-sulfur subunitl-

STM4343_984_1018 0.00 -3.99 1255869IfrdAlfumarate reductase flavoprotein subunitl-



STM4344_417_451
STM4345_672_706
STM4346_87_121
STM4347_2584_2618
STM4348_449_483
STM4349_182_216
STM4350_209_243
STM4351_257_291
STM4355.5_461_495
STM4356_1061_1095
STM4357_417_451
STM4358_1121_1155
STM4359_1306_1340
STM4360_801_835
STM4361_165_199
STM4362_474_508
STM4363_581_615
STM4364_934_968
STM4365_153_187
STM4366_876_910
STM4367_353_387
STM4368_2144_2178
STM4369_193_227
STM4370_241_275
STM4372_936_970
STM4374_184_218
STM4375_209_243
STM4376_357_391
STM4377_1426_1460
STM4378_153_187
STM4379_9_43
STM4380_641_675
STM4381_273_307
STM4382_930_964
STM4384_161_195
STM4386_321_355

0.01
0.07
0.07
0.45
0.01
0.05
0.10
0.02
0.17
0.01
0.00
0.05
0.43
0.27
0.18
0.13
0.04
0.18
0.08
0.40
0.02
0.01
0.02
0.17
0.20
0.04
0.37
0.08
0.00
0.00
0.05
0.04
0.09
0.37
0.98
0.44

-2.37
1.31
-1.27
-1.07
-1.28
-1.35
-1.59
1.49
1.18
-1.20
-1.35
-1.64
1.05
-1.12
1.10
-1.09
-1.44
1.26
1.87
-1.15
1.33
1.83
1.53
1.25
1.11
2.22
1.34
-1.26
-4.74
-3.80
-1.77
1.74
1.24
-1.10
1.01
1.08

1255870lyjeAllysyl-tRNA synthetasel+

125587 1lyjeMlputative amino-acid transport proteinl+
1255872lyjeOlputative inner membrane proteinl+

125587 3lyjePlpredicted mechanosensitive channell-
1255874lpsdiphosphatidylserine decarboxylasel-
1255875lyjeQlribosome-associated GTPasel-
1255876lornloligoribonucleasel+

12558771STM4351Iputative arginine-binding periplasmic proteinl-
125588 1lyjeSlputative FeS proteinl-
1255882lyjeFlhypothetical proteinl+

1255883lyjeElputative ATPasel+
1255884lamiBIN-acetylmuramoyl-l-alanine amidase Ill+
1255885ImutLIDNA mismatch repair proteinl+
1255886ImiaAltRNA delta(2)-isopentenylpyrophosphate transferasel+
12558871hfqlRNA-binding protein Hfgl+

1255888IhflXlputative GTPase HfIX|+

1255889IhflKIFtsH protease regulator HfIK|+
1255890IhflCIFtsH protease regulator HfICI+

1255891 lyjeTlputative inner membrane proteinl+
1255892IpurAladenylosuccinate synthetasel+
1255893lyjeBltranscriptional repressor NsrR|+
1255894lvacBlexoribonuclease Rl+

1255895lyjfHI23S rRNA (guanosine-2'-0-)-methyltransferasel+
1255896lyjfllputative cytoplasmic proteinl+
1255898ISTM4372Iputative potassium channels|+
1255900lyjfLIputative inner membrane proteinl+

1255901 lyjfMIputative inner membrane proteinl+
1255902lyjfClputative glutathionylspermidine synthasel+
1255903laidBlisovaleryl CoA dehydrogenasel+
1255904lyjfNIputative inner membrane proteinl-
1255905lyjfOlputative lipoproteinl-

1255906lyjfPlpredicted hydrolasel+

1255907lyjfQlputative transcriptional repressorl-
1255908]lyjfRIputative L-ascorbate 6-phosphate lactonasel-
1255910IsgaBlL-ascorbate-specific enzyme IIB component of PTSI+
125591 2lulaDI3-keto-L-gulonate-6-phosphate decarboxylasel+



STM4387_609_643
STM4388_593_627
STM4389_115_149
STM4391_41_75
STM4392_65_99
STM4393_105_139
STM4394_129_163
STM4395_337_371
STM4396_41_75
STM4397_17_51
STM4398_667_701
STM4401_389_423
STM4402_225_259

STM4403_1297_1331

STM4404_513_547

STM4405_321_355
STM4406.S_57_91
STM4407_665_699
STM4408_225_259
STM4409_1295_1329
STM4410_3549_3583
STM4411_257_291
STM4412_770_804
STM4413_421_455
STM4414_65_99
STM4415_689_723

STM4416_829_863

STM4417_417_451
STM4418_835_869
STM4419_1014_1048
STM4421_1405_1439
STM4425_12_46
STM4426_505_539

0.30
0.02
0.01
0.01
0.01
0.01
0.02
0.22
0.77
0.05
0.06
0.12
0.44

0.07

0.01

0.45
0.00
0.04
0.01
0.36
0.16
0.41
0.02
0.00
0.19
0.41

0.64

0.30
0.19
0.62
0.01
0.05
0.01

1.13
1.90
1.87
-2.89
-3.55
-3.43
-2.89
-1.38
1.02
-1.65
-1.57
1.91
-1.26

-1.17

1.87

-1.20
-1.63
1.83
2.72
1.07
-1.13
-1.09
1.49
3.10
-1.33
-1.13

1.08

1.08
-1.19
-1.10
-2.12

1.24

2.72

125591 3IsgaUlL-xylulose 5-phosphate 3-epimerasel+
1255914lIsgaElL-ribulose-5-phosphate 4-epimerasel+

125591 5lyjfYlputative outer membrane proteinl-

1255917IrpsFI30S ribosomal protein S6l+

125591 8lpriBlprimosomal replication protein NI+

1255919IrpsRI30S ribosomal protein S18I+

1255920IrpllI50S ribosomal protein L9+

1255921lyifZlputative permeasel+

1255922lytfBlputative cell envelope opacity-associated protein Al-
1255923IfkIBlpeptidyl-prolyl cis-trans isomerasel+
1255924IcycAlD-alanine/D-serine/glycine permeasel+
1255927IytfGlputative reductasel-

1255928lytfHIputative transcriptional regulator|+
1255929IcpdBlbifunctional 2' 3'-cyclic nucleotide 2'-phosphodiesterase/3'-
nucleotidase periplasmic precursor proteinl-

1255930IcysQIPAPS (adenosine 3'-phosphate 5'-phosphosulfate) 3'(2') 5'-
bisphosphate nucleotidasel+

125593 1lytfJlputative transcriptional regulatorl-
1255932lytfKlputative cytoplasmic proteinl+

1255933lytfLIputative hemolysin-like proteinl-
1255934ImsrAlmethionine sulfoxide reductase Al-
1255935lytfMIputative outer membrane proteinl+
1255936lytfNIputative periplasmic proteinl+

1255937IytfPlputative cytoplasmic proteinl+

1255938ISTM441 2lputative permeasel-

1255939ISTM441 3lputative metallo-dependent hydrolasel-
1255940Ippalinorganic pyrophosphatasel-

125594 1Ifbplfructose-1 6-bisphosphatasel-

125594 2ImpllIUDP-N-acetylmuramate/L-alanyl-gamma-D-glutamyl-meso-
diaminopimelate ligasel+

1255943ISTM441 7Iputative transcriptional regulator|+
1255944ISTM441 8lsugar transporter|-

1255945ISTM4419Isugar transporter|+

12559471STM4421Iputative NAD-dependent aldehyde dehydrogenasel-
12559511STM4425Iputative dehydrogenasel+

1255952Isrflllysosomal glucosyl ceramidase-like proteinl+



STM4427_513_547
STM4429_754_788

STM4431_1396_1430

STM4433_760_794
STM4434_900_934
STM4435_317_351
STM4436_289_323
STM4437_425_459
STM4438_386_420
STM4439_249_283
STM4440_33_67
STM4441_225_259
STM4442_241_275
STM4444_97_131
STM4445_839_873
STM4446_684_718
STM4447_497_531

STM4448_1619_1653

STM4449_88_122
STM4450_160_194
STM4451_429_463

STM4452_1908_1942

STM4452.1N_60_94
STM4454_739_773
STM4455_481_515
STM4457_281_315
STM4458_65_99
STM4459_33_67
STM4460_586_620
STM4461_50_84
STM4464_533_567
STM4465_54_88
STM4468_89_123
STM4469_438_472
STM4470_81_115

0.02
0.29
0.15
0.00
0.63
0.28
0.01
0.02
0.02
0.04
0.02
0.69
0.24
0.10
0.14
0.13
0.02

0.30

0.00
0.00
0.41
0.06
0.08
0.02
0.12
0.03
0.09
0.01
0.48
0.01
0.78
0.04
0.01
0.34
0.02

1.41
1.30
1.09
1.98
-1.07
1.18
-1.38
1.73
1.67
-1.34
-1.41
-1.04
1.24
-1.25
-1.16
1.30
-1.30

-1.44
-1.31
1.15
-1.58
2.45
-2.64
1.28
1.79
-1.75
2.00
-1.20
2.14
-1.07
2.69
-1.64
-1.07
1.35

1255953ISTM4427Iputative endonucleasel+
1255955ISTM4429I-I-

2673766ISTM4431[-+

1255959ISTM4433Imyo-inositol 2-dehydrogenasel+
1255960ISTM4434|putative permeasel+
12559611STM4435Iputative cytoplasmic proteinl+
12559621STM4436lIputative endonucleasel+
1255963lyjgAlhypothetical proteinl-

1255964IpmbAlpeptidase PmbAIl+

1255965IcybClcytochrome b5621+

12559661STM4440lputative cytoplasmic proteinl+
12559671STM4441 Iputative cytoplasmic proteinl+
1255968ISTM4442|putative cytoplasmic proteinl+
1255970ISTM4444|putative inner membrane proteinl+
12559711STM4445|dihydroorotasel+

12559721STM4446lputative selenocysteine synthasel+
12559731STM4447|putative periplasmic proteinl+
1255974ISTM4448lputative phosphotransferase system mannitol/fructose-
specific IIA domainl+

1255975ISTM4449Ibifunctional antitoxin/transcriptional repressor RelBl+
1255976ISTM4450Iputative inner membrane proteinl+
1255977InrdGlanaerobic ribonucleotide reductase-activating proteinl-
1255978InrdDlanaerobic ribonucleoside triphosphate reductasel-
2673768ISTM4452.1Nlhypothetical proteinl+
1255980ItreBlpseudol-

125598 1lItreRltrehalose repressorl-

1255983ISTM4457Iputative transposasel-

1255984lyjgFlputative translation initiation inhibitorl-
1255985Ipyrllaspartate carbamoyltransferase regulatory subunitl-
1255986IpyrBlaspartate carbamoyltransferase catalytic subunitl-
1255987IpyrLIpyrBI operon leader peptidel-
1255990ISTM4464Iputative arginine repressorl-
12559911ISTM4465lornithine carbamoyltransferasel-
1255994lyjgKlputative cytoplasmic proteinl+
1255995largllornithine carbamoyltransferase subunit Il-
1255996lyjgDIhypothetical proteinl+



STM4471_513_547
STM4472_267_306
STM4473_55_89
STM4474_717_751
STM4475_2273_2307
STM4476.5_9_43
STM4477_545_579
STM4478_85_119
STM4479_998_1032
STM4480_516_550
STM4482_977_1011
STM4483_289_323
STM4484_241_275
STM4486_853_887
STM4487_21_55
STM4488_97_131
STM4489_3381_3415
STM4490_321_355
STM4491_2046_2080
STM4492_2319_2353
STM4493_273_307

STM4494_797_831

STM4495_2951_2985
STM4496_2675_2709
STM4497_228_262
STM4498_161_195
STM4498.1N_2_36
STM4499_257_291
STM4500_1049_1083
STM4502_569_603
STM4503_249_283
STM4504_353_387
STM4505_385_419
STM4506_257_291
STM4507_209_243

0.44
0.00
0.00
0.04
0.35
0.32
0.02
0.34
0.29
0.04
0.01
0.45
0.01
0.01
0.46
0.01
0.07
0.08
0.65
0.63
0.09

0.04

0.52
0.03
0.05
0.48
0.83
0.05
0.87
0.02
0.02
0.00
0.03
0.27
0.00

-1.10
2.18
2.15
1.39

-1.14
1.09

-1.26

-1.15
1.20

-1.32

-2.95

-1.08

-1.61

-2.68

-1.41
2.43

-1.51

-1.36

-1.05
1.04

-1.18

-1.54

-1.28
-1.66
2.01
-1.11
-1.01
1.15
-1.02
2.55
1.34
3.26
2.09
1.30
-1.73

1255997ImiaElhydroxylasel+

1255998lytgAlputative inner membrane proteinl-
1255999lyjgMIputative acetyltransferasel-
1256000lyjgNIputative inner membrane proteinl+

1256001 IvalSlvalyl-tRNA synthetasel-

12560021holCIDNA polymerase lll subunit chil-
1256003IpepAlleucyl aminopeptidasel-

1256004ISTM447 8lputative cytoplasmic proteinl-
1256005lyjgPlputative permeasel+

1256006lyjgQlputative permeasel+
1256008lidnTIL-idonate transport proteinl-
1256009lidnOlgluconate 5-dehydrogenasel-
1256010lidnDIL-idonate 5-dehydrogenase NAD-bindingl-
125601 2lyjgBlputative alcohol dehydrogenasel-

125601 3lleuX[tRNAI+

1256014ISTM4488lputative integrasel+
1256015ISTM4489Iputative DNA helicases|+
1256016ISTM4490Iputative restriction endonucleasel+
12560171STM4491 Iputative ATP-dependent Lon proteasel-
1256018ISTM4492Iputative cytoplasmic proteinl-
1256019ISTM4493Iputative cytoplasmic proteinl-
1256020I1STM4494Iputative ABC-type sugar/spermidine/putrescine transport
system ATPase componentl-

12560211STM4495Iputative type Il restriction enzyme methylase subunitl-
1256022ISTM4496Iputative DNA repair ATPasel-
12560231STM4497Iputative cytoplasmic proteinl-
12560241STM4498lputative inner membrane proteinl-
2673776ISTM4498.1NI-l+

1256025lyeeNlhypothetical proteinl-
1256026lyjhPlputative SAM-dependent methyltransferasel-
1256028ISTM4502Iputative cytoplasmic proteinl+
1256029ISTM4503Iputative inner membrane proteinl+
1256030ISTM4504Iputative cytoplasmic proteinl+
12560311STM4505lhypothetical proteinl+
1256032ISTM4506Iputative dienelactone hydrolasel-

125603 3luxuRIDNA-binding transcriptional repressor|+



STM4509.S_229_263
STM4510_177_211
STM4511_833_867
STM4512_750_784
STM4513_129_163
STM4514.S_547_581
STM4517_1171_1205
STM4518_257_291
STM4519_1028_1062
STM4520_15_49
STM4521_97_131
STM4522_91_128
STM4523_65_99
STM4524_563_597
STM4525_1207_1241
STM4527_593_627
STM4528_217_251
STM4529_233_267
STM4530_337_371
STM4531_103_137
STM4532_1152_1186
STM4533_1263_1297
STM4534_2223_2257
STM4535_309_343
STM4538_705_739

STM4539_575_609

STM4540.S_460_494

STM4541_1741_1775
STM4542_357_391
STM4543_257_291
STM4544_177_211
STM4545_225_259
STM4546_385_419
STM4547_577_611

0.36
0.00
0.09
0.01
0.09
0.13
0.45
0.17
0.01
0.29
0.12
0.01
0.00
0.05
0.01
0.03
0.02
0.58
0.17
0.79
1.00
0.01
0.00
0.16
0.05

0.01

0.79

0.75
0.01
0.54
0.02
0.19
0.01
0.31

-1.10
-1.74
-1.42
-1.62
1.35
-1.25
1.23
1.18
-2.25
1.31
1.73
2.86
1.94
1.99
1.61
-1.26
2.13
1.08
1.20
1.11
-1.00
-2.31
-3.84
1.87
2.01

-3.09

1.04

-1.04
2.07
1.09
1.54

-1.16
1.48
1.18

1256035ISTM4509.SIputative cytoplasmic proteinl+
1256036ISTM4510lputative aspartate racemasel+
1256037lyjiElputative DNA-binding transcriptional regulatorl-
1256038liadAlisoasparty! dipeptidasel-
1256039lyjiGlhypothetical proteinl-

1256040lyjiHIputative inner membrane proteinl-
1256043lyjiOlputative transport proteinl-

1256044ISTM451 8lputative inner membrane proteinl+

1256045ISTM4519lputative NAD-dependent aldehyde dehydrogenasel+

1256046ISTM4520lIputative cytoplasmic proteinl-
1256047lyjiSlputative cytoplasmic proteinl+
1256048ISTM4522|putative inner membrane proteinl-
1256049lyjiWlputative SOS response proteinl-
1256050lhsdSltype | restriction enzyme specificity proteinl-
12560511hsdMIDNA methylase M|-

1256053Imrrirestriction endonucleasel+
1256054ISTM4528lputative inner membrane proteinl+
1256055ISTM4529Iputative cytoplasmic proteinl+
1256056lyjiAlputative GTP-binding protein YjiAl-
1256057lyjiXlputative cytoplasmic proteinl-
1256058]lyjiYlputative carbon starvation proteinl-
1256059Itsrimethyl-accepting chemotaxis protein I+
1256060ISTM4534|putative transcriptional regulator|+
12560611STM4535Iputative PTS permeasel+
1256064ISTM4538Iputative PTS permeasel+
1256065ISTM4539Iputative glucosamine-fructose-6-phosphate
aminotransferasel+

1256066ISTM4540.Slputative glucosamine-fructose-6-phosphate
aminotransferasel+

1256067ImdoBIphosphoglycerol transferase Il-
1256068]lyjjAlhypothetical proteinl-

1256069IdnaCIDNA replication protein DnaCl-
1256070IdnaTlprimosomal protein II-
12560711STM4545|hypothetical proteinl-

125607 2lyjjPlhypothetical proteinl-

125607 3lyjjQlputative transcriptional regulatorl+



STM4549_409_443
STM4550_17_51
STM4551_898_932
STM4552_43_77
STM4556_742_776
STM4557_249_283
STM4558_193_227
STM4559.5_129_163
STM4560_1103_1137
STM4561_385_419
STM4562_43_77
STM4563_523_557
STM4564_737_771
STM4565_649_683
STM4566_1020_1054
STM4567_225_259
STM4568_580_614
STM4569_1089_1123
STM4570_129_163
STM4572_2170_2204
STM4573_321_355
STM4575_173_207
STM4576_562_596
STM4577_265_299
STM4579_704_738
STM4580.S_538_572
STM4581_1629_1663
STM4582_1851_1885
STM4583_277_311
STM4584_209_243
STM4585_513_547
STM4586_801_835
STM4587_215_249
STM4588_145_179
STM4589_1210_1244
STM4590_863_897

0.52
0.48
0.27
0.33
0.26
0.05
0.00
0.01
0.13
0.05
0.04
0.12
0.57
0.02
0.02
0.01
0.08
0.51
0.70
0.07
0.02
1.00
0.01
0.03
0.48
0.01
0.33
0.06
0.02
0.01
0.01
0.00
0.18
0.61
0.63
0.13

1256075ISTM4549Iputative cytoplasmic proteinl-
1256076IfhuFlIferric iron reductase involved in ferric hydroximate transportl-
12560771STM4551Ihypothetical proteinl-
1256078ISTM4552|putative inner membrane proteinl+
1256082IrsmCI16S ribosomal RNA m2G1207 methyltransferasel-
12560831holDIDNA polymerase lll subunit psil+
1256084Irimllribosomal-protein-alanine N-acetyltransferasel+
1256085lyjjGInucleotidasel+

1256086IprfClpeptide chain release factor 31+
1256087losmYlperiplasmic proteinl+
1256088ISTM4562Iputative inner membrane proteinl+
1256089lyjjUlputative phosphoesterasel+
1256090lyjjVIputative deoxyribonuclease YjjVI+
1256091lyjjWlpyruvate formate lyase-activating enzymel-
1256092lyjjllhypothetical proteinl-
1256093IdeoCldeoxyribose-phosphate aldolasel+
1256094IdeoAlthymidine phosphorylasel+
1256095IdeoBlphosphopentomutasel+
1256096ldeoDlpurine nucleoside phosphorylasel+
1256098IstjBlputative fimbrial usher proteinl-
1256099IstjClputative periplasmic chaperone proteinl-
1256101ISTM457 5Iputative outer membrane proteinl-
1256102lIplAllipoate-protein ligase Al-
1256103Ismplhypothetical proteinl-

1256105IradAIDNA repair protein RadAl+
1256106InadRInicotinamide-nucleotide adenylyltransferasel+
1256107lyjjKlputative ABC transporter ATP-binding proteinl-
1256108Isltllytic murein transglycosylasel+
1256109ItrpRITrp operon repressorl+

12561 10lyjjXINTPasel-

125611 1lgpmBlphosphoglycerate mutasel+

12561 12Irobltranscriptional regulatorl-

12561 13lIcreAlhypothetical proteinl+

12561 14lcreBIDNA-binding response regulator CreBl+

12561 15IcreClsensory histidine kinase CreCl+

12561 16lcreDlhypothetical proteinl+



STM4591_631_665 0.51 1.11 1256117IsthElputative major fimbrial subunitl-

STM4592_33_67 0.19 1.16 12561 18IsthDlputative fimbrial subunitl-
STM4593_1731_1765 0.08 1.60 1256119IsthBlputative fimbrial usher proteinl-
STM4594_641_675 0.09 1.71 1256120IsthAlputative fimbrial chaparonel-
STM4595_97_131 0.03 1.43 12561211STM4595Iputative fimbrial chaparonel-
STM4596_209_243 0.03 -1.25 1256122ISTM4596Iputative inner membrane proteinl-
STM4597_197_231 0.01 3.09 1256123ISTM4597Iputative periplasmic proteinl-

1256124larcAIDNA-binding response regulator in two-component regulatory

STM4598_65_99 0.02 -2.17 .

system with ArcB or CpxAl-
STM4599_49_83 0.47 1.16 1256125lyjjYlputative inner membrane proteinl+
STM4600_257_291 0.09 1.33 1256126llasTlputative tRNA/tRNA methyltransferasel+
PSLTOO1_2_36 0.25 1.14 1256238IPSLTOO01Iputative cytoplasmic proteinl+
PSLTO02_100_134 0.69 1.06 1256237IPSLTO02Iputative phospholipase DI+
PSLTO03_22_59 0.48 1.07 1256235IrepCIDNA replication proteinl+
PSLT004_56_90 0.24 1.21 1256236IrepA3IDNA replication proteinl+
PSLTO05_20_55 0.24 -1.11 1256234ltaplplasmid replication control proteinl+
PSLT006_627_661 0.01 -1.47 1256233IrepAIDNA replication proteinl+
PSLTO07_72_106 0.09 1.45 1256232IPSLTOQO7Iputative outer membrane proteinl+
PSLTO08_338_372 0.11 1.45 125623 1IsrgClputative regulatory proteinl-
PSLTO09_477_511 0.24 1.41 1256230IrcKlIresistance to complement killingl-
PSLTO11_527_561 0.10 1.20 1256229IsrgAlputative thiol-disulfide isomerase or thioredoxinl-
PSLTO12_54_88 0.80 1.04 1256227lorf7Iputative bacterial requlatory proteinl-
PSLTO13_178_212 0.35 -1.18 1256226lpefliregulatorl-
PSLT014_525_559 0.14 1.16 1256224lorf6lputative outer membrane proteinl-
PSLTO17_1655_1689 0.18 -1.23 1256222IpefClusher proteinl-
PSLTO18_51_85 0.11 -1.41 125622 1IpefAlmajor fimbrial subunitl-
PSLT020_73_107 0.02 3.44 1256220IPSLTO20I-I+
PSLT020.1N_129_163 0.71 -1.12 1256218IPSLT020.1NI-|+
PSLT023_813_847 0.03 1.28 1256216IrepA2IDNA replication proteinl-
PSLT024_208_246 0.51 1.26 1256217IPSLTO24lhypothetical protein|+
PSLTO025_152_189 0.06 1.27 12562 15IPSLTO25Iputative cytoplasmic proteinl-
PSLT026_408_443 0.02 2.35 1256213IPSLTO26lIputative periplasmic proteinl-
PSLT027_56_90 0.20 -1.22 12562 14lccdAlantidotel+
PSLT028_14_48 0.05 1.55 1256209IccdBltoxinl+
PSLT029_154_188 0.04 -1.36 1256212IPSLTO029Iputative cytoplasmic proteinl+

PSLTO30_451_485 0.16 1.18 1256211IPSLTO30lputative cytoplasmic proteinl+



PSLTO31_371_405 0.05 -1.30 12562 10IrsdBlresolvasel+

PSLT032_38_73 0.17 1.25 1256207IPSLTO32Iputative diguanylate cyclase/phosphodiesterasel+
PSLTO032.1N_209_243 0.02 1.41 1256208IPSLT032.1NIhypothetical protein|+
PSLT033_4_38 0.07 1.51 1256205IPSLTO33Iputative inner membrane proteinl+
PSLT034_956_991 0.42 1.14 1256206IPSLT034I-I+

PSLT035_239_273 0.14 1.32 1256204IPSLTO35I-I-

PSLT036_202_236 0.01 1.92 1256203IPSLTO36lputative transposasel+
PSLTO37_292_327 0.10 1.50 1256202IspvDlhydrophilic proteinl-
PSLTO039_1860_1894 0.02 1.57 1256199IspvBlhydrophilic proteinl-

PSLT040_3_37 0.02 3.02 1256200IspvAlouter membrane proteinl-
PSLTO040.1N_117_151 0.02 1.72 1256198IPSLT040.1NI-I-

PSLTO41_831_865 0.01 1.95 1256197IspvRIregulator of spv operonl-
PSLTO42_857_891 0.57 1.12 1256195IPSLTO42Iputative integrase proteinl+
PSLTO43_161_195 0.02 1.36 1256196IPSLTO043Itype Il secretion system proteinl-
PSLTO44_848_882 0.01 1.53 1256194IrlgAlputative integrase proteinl-
PSLTO45_312_346 0.10 1.33 1256192IPSLTO45Iputative resolvasel-
PSLTO46_413_447 0.01 2.36 1256193IPSLTO46lIputative carbonic anhydrasel-
PSLT047_335_369 0.07 -1.25 1256191IPSLT047Iputative cytoplasmic proteinl-
PSLTO048_687_721 0.73 -1.05 1256190ltIpAlalpha-helical coiled-coil proteinl+
PSLT049_53_87 0.29 1.32 1256189IPSLT049I-I+

PSLT050.1N_39_73 0.05 -1.66 1256187IPSLT050.1NIhypothetical proteinl+
PSLT050.2N_361_395 0.48 -1.17 1256188IPSLT050.2NIhypothetical proteinl+
PSLTO51_107_141 0.71 1.03 1256185IPSLTOS5 1Iputative cytoplasmic proteinl-
PSLT052_577_611 0.20 -1.12 1256186lparAlplasmid partition protein Al+
PSLTO53_310_344 0.08 -1.72 1256184lparBlplasmid partition protein Bl+
PSLTO54_456_490 0.04 2.05 1256183lumuCIDNA polymerase V subunit UmuCl-
PSLTO55_259_293 0.01 1.72 1256182lsamAlSamAl-

PSLTO56_403_437 0.18 -1.32 1256180IPSLTO56Iputative cytoplasmic proteinl+
PSLTO57_247_281 0.81 -1.06 1256181IPSLTO57Iputative cytoplasmic proteinl+
PSLTO58_145_179 0.58 1.09 1256179IPSLTO58I-I+

PSLTO059_470_504 0.67 -1.06 1256178IPSLTO59Iputative adenine-specific DNA methylasel+
PSLT060_98_132 0.14 -1.33 1256177IPSLTO60Iputative cytoplasmic proteinl+
PSLT060.1N_93_127 0.01 -1.60 1256175IPSLT060.1NIhypothetical proteinl+
PSLT062_207_241 0.02 1.32 1256173IPSLTO62Iputative cytoplasmic proteinl+
PSLT063_304_338 0.13 1.41 1256174IPSLTO63Iputative cytoplasmic proteinl+

PSLTO64_42_76 0.20 -1.08 1256172IPSLTO64Iputative inner membrane proteinl+



PSLT065_493_527
PSLTO66_151_185
PSLTO67_7_41
PSLT069_372_407
PSLTO70_608_643
PSLTO71_321_355
PSLTO72_23_57
PSLTO73_111_145
PSLTO75_180_214
PSLTO74_58_92
PSLTO77_208_242
PSLTO78_218_252
PSLTO079_447_481
PSLT080_550_584
PSLT082_388_422
PSLTO083_104_139
PSLT084_226_260
PSLT085_34_68
PSLTO87_96_134
PSLTO088_2183_2217
PSLT089_84_118
PSLT091_285_319
PSLT092_415_449
PSLT093_64_99
PSLT094_451_485
PSLTO094.1N_317_351
PSLT095_1553_1587
PSLT096_63_97
PSLT097_322_356
PSLT098_128_162
PSLT099_59_93
PSLT100_422_456
PSLT101_2108_2142
PSLT102_436_470
PSLT103_496_530
PSLT104_1579_1613

0.09
0.31
0.57
0.10
0.04
0.01
0.28
0.92
0.64
0.14
0.06
0.19
0.01
0.61
0.05
0.52
0.03
0.27
0.16
0.11
0.01
0.02
0.97
0.61
0.02
0.31
0.40
0.02
0.02
0.20
0.06
0.58
0.11
0.05
0.22
0.05

125617 1IPSLTOG5I-I-
1256170IssbBlsingle-strand DNA binding proteinl+
1256168IPSLTO67Iputative cytoplasmic proteinl+
1256167IpsiBIPsiBI+

1256166IpsiAlPsiAl+

1256165IPSLTO7 11-1+

1256164IPSLTO7 2lputative transglycosylasel-
1256163ltraMIimating signal proteinl+
1256127Itrallregulatory proteinl+
1256162IfinPImisc_RNAI-

1256159ltraAlpilus subunitl+

1256160ItraLlpilus assembly proteinl+
1256158]ItraElpilus assembly proteinl+
1256157ItraKlpilus assembly proteinl+
1256156ltraPlconjugative transfer proteinl+
1256154ltrbDlconjugative transfer proteinl+
1256153ltraVlipilus assembly proteinl+
1256151ItraRlconjugative transfer proteinl+
1256152IPSLTO8710rfG21+
1256150ItraCIATP-binding proteinl+
1256149ltrbllpilus assembly proteinl+
1256147ItraWlpilus assembly proteinl+
1256148]ltraUlpilus assembly proteinl+
1256146IPSLT093I0rfFl+

1256145I1trbClpilus assembly proteinl+
1256143IPSLT094.1Nlhypothetical proteinl+
1256144ltraNIimating pair stabilization proteinl+
1256142ltrbElconjugative transfer proteinl+
1256140ItraFlpilus assembly proteinl+

125614 11traQlpilin chaperonel+
1256139ltrbBlconjugative transfer proteinl+
12561 38ltraHIpilus assembly proteinl+
1256136ltraGImating pair stabilization and pilus assembly proteinl+
1256137ItraSlentry exclusion proteinl+
1256135ItraTlsurface exclusion proteinl+
1256134ltraDIATP-binding protein/DNA transporter|+



PSLT105_444_478
PSLT106_88_122
PSLT107_168_202
PSLT108_5003_5038
PSLT110_6_40
PSLT111_431_465
SLP1_0001_191_225
SLP1_0002_179_213
SLP1_0003_4387_4422
SLP1_0004_428_462
SLP1_0005_168_202
SLP1_0006_188_222
SLP1_0007_1378_1412
SLP1_0008_496_530
SLP1_0009_438_472
SLP1_0010_2530_2564
SLP1_0011_1326_1360
SLP1_0012_175_209
SLP1_0013_128_162
SLP1_0014_615_649
SLP1_0015_63_97
SLP1_0016_1553_1587
SLP1_0017_451_485
SLP1_0018_72_107
SLP1_0020_331_365
SLP1_0022_1765_1799
SLP1_0023_96_134
SLP1_0024_34_68
SLP1_0025_226_260
SLP1_0026_104_139
SLP1_0029_558_592
SLP1_0030_143_177
SLP1_0031_276_310
SLP1_0032_208_242
SLP1_0033_156_195
SLP1_0034_176_215

0.22
0.03
0.01
0.56
0.23
0.04
0.01
0.45
0.13
0.05
0.06
0.03
0.98
0.06
0.13
0.66
0.33
0.04
0.24
0.96
0.01
0.37
0.01
0.30
0.05
0.05
0.62
0.06
0.05
0.05
0.15
0.03
0.93
0.07
0.00
0.09

1256132ItrbHIconjugative transfer proteinl+
1256133IPSLT106IMvpA-like proteinl-
125613 1IPSLT107Iputative cytoplasmic proteinl-
1256130ltralloriT nickase/helicasel+
1256128ltraXlpilin subunit acetylationl+
1256129IfinOIfinP binding-proteinl+
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Il-
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SLP1_0035_111_145
SLP1_0036_391_425
SLP1_0037_612_646
SLP1_0038_372_407
SLP1_0040_71_105
SLP1_0041_475_509
SLP1_0042_34_68
SLP1_0043_306_340
SLP1_0050_71_105
SLP1_0051_403_437
SLP1_0052_119_153
SLP1_0053_776_810
SLP1_0054_434_468
SLP1_0055_579_613
SLP1_0056_107_141
SLP1_0057_52_86
SLP1_0058_40_74
SLP1_0059_119_153
SLP1_0060_335_369
SLP1_0061_85_119
SLP1_0062_312_346
SLP1_0063_848_882
SLP1_0064_161_195
SLP1_0065_79_113
SLP1_0066_447_481
SLP1_0067_413_447
SLP1_0069_295_329
SLP1_0070_292_327
SLP1_0071_206_240
SLP1_0072_231_265
SLP1_0073_496_531
SLP1_0074_72_106
SLP1_0075_38_73
SLP1_0076_371_405
SLP1_0077_455_489
SLP1_0078_166_200

0.92
0.42
0.07
0.41
0.16
0.27
0.04
0.07
0.15
0.18
0.02
0.02
0.23
0.31
0.67
0.07
0.38
0.49
0.35
0.00
0.09
0.02
0.04
0.01
0.04
0.00
0.04
0.06
0.01
0.70
0.94
0.32
0.88
0.01
0.06
0.02

1.02
1.27
1.22
-1.04
1.13
-1.15
1.16
1.56
-1.12
-1.30
1.52
1.79
-1.43
-1.14
-1.03
-1.20
1.18
-1.18
1.08
3.45
1.24
1.64
1.56
1.54
2.17
5.45
2.42
1.68
1.85
1.05
-1.02
1.13
1.03
-1.37
1.32
-1.47
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SLP1_0079_14_48
SLP1_0080_56_90
SLP1_0081_408_443
SLP1_0082_240_277
SLP1_0083_208_246
SLP1_0084_813_847
SLP1_0085_8_42
SLP1_0086_192_227
SLP1_0087_455_489

SLP1_0088_1908_1942

SLP1_0090_75_109
SLP1_0091_693_727
SLP1_0092_102_136
SLP1_0093_50_84
SLP1_0094_527_561
SLP1_0096_295_329
SLP1_0097_418_452
SLP1_0098_72_106
SLP1_0099_627_661
SLP1_0100_24_59
SLP1_0101_56_90
SLP1_0102_8_47
SLP1_0103_100_134
SLP1_0104_239_273
SLP2_0001_33_67
SLP2_0002_177_211
SLP2_0003_2_40
SLP2_0004_81_115
SLP2_0005_53_87
SLP2_0006_225_259
SLP2_0007_105_139
SLP2_0008_225_259
SLP2_0009_243_279
SLP2_0010_375_409

SLP2_0011_1248_1282
SLP2_0012_1106_1140

0.07
0.03
0.01

0.04
0.50
0.04
0.12
0.50
0.03
0.62
0.25
0.70
0.36
0.22
0.04
0.45
0.16
0.05
0.00
0.91

0.95
0.01

0.92
0.34
0.45
0.22
0.26
0.72
0.28
0.02
0.00
0.01

0.01

0.07
0.79
0.07

1.52
-1.58
2.79
2.22
1.20
1.30
1.30
-1.07
-1.65
1.08
-1.13
1.05
-1.10
-1.22
1.29
1.27
1.62
1.75
-1.40
-1.01
-1.01
1.74
-1.01
1.10
1.10
1.15
-1.18
-1.03
-1.19
1.79
2.79
2.06
1.97
1.30
1.02
1.47

-
-
[+
[+
-
[+
-
[+
[+
[+
[+
[+
[+
[+
[+
[+
[+
-
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-
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[+
[+
[+
[+
-
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SLP2_0014_101_135
SLP2_0016_53_87
SLP2_0017_81_115
SLP2_0019_213_247
SLP2_0020_69_103
SLP2_0021_161_195
SLP2_0022_205_239
SLP2_0023_85_120
SLP2_0024_9_43
SLP2_0025_577_611
SLP2_0026_180_214
SLP2_0027_17_51
SLP2_0028_49_83
SLP2_0029_209_243
SLP2_0031_403_437
SLP2_0032_261_295
SLP2_0033_173_207
SLP2_0034_14_48
SLP2_0035_3_37

SLP2_0036_1274_1308

SLP2_0038_453_488
SLP2_0039_9_43
SLP2_0040_372_406
SLP2_0041_282_317
SLP2_0042_213_247
SLP2_0043_17_51
SLP2_0044_587_621
SLP2_0045_193_227
SLP2_0047_193_227
SLP2_oriT_41_75
SLP2_0048_257_291

SLP2_0049_1861_1895
SLP2_0050_2061_2095

SLP2_0053_89_123
SLP2_0054_92_126
SLP2_0055_553_587

0.79
0.91
0.15
0.19
0.15
0.06
0.03
0.09
0.10
0.60
0.09
0.06
0.45
0.52
0.07
0.67
0.99
0.03
0.26
0.07
0.57
0.88
0.73
0.62
0.03
0.68
0.09
0.33
0.02
0.25
0.02
0.02
0.00
0.37
0.08
0.02

1.07
1.02
1.19
-1.22
-1.18
-1.34
1.53
1.43
1.21
-1.05
-1.32
1.94
-1.10
-1.13
-1.62
1.14
1.00
-1.28
-1.25
1.21
-1.07
1.02
1.03
-1.07
-2.45
1.03
-1.29
-1.11
1.62
-1.15
2.13
-1.62
3.22
-1.16
1.51
1.84
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SLP2_0056_1313_1347
SLP2_0058_1020_1054

SLP2_0059_321_355

SLP2_0060_2558_2592

SLP2_0061_337_371
SLP2_0062_137_171
SLP2_0063_129_163
SLP2_0065_113_147
SLP2_0066_451_485
SLP2_0067_545_579
SLP2_0068_533_567
SLP2_0069_97_131

SLP2_0072_481_515
SLP2_0073_243_277
SLP2_0074_246_280
SLP2_0076_401_435
SLP2_0077_529_563
SLP2_0079_449_483
SLP2_0081_113_147
SLP2_0082_145_179
SLP2_0083_129_163

SLP2_0085_1219_1253

SLP2_0086_457_491
SLP2_0088_541_575
SLP2_0089_323_357
SLP2_0090_555_589
SLP2_0091_321_355
SLP2_0094_97_131

SLP2_0096_273_307
SLP2_0097_331_370
SLP2_0098_129_163
SLP2_0100_217_252
SLP2_0101_385_419
SLP2_0102_225_259
SLP2_0103_145_179
SLP3_0001_257_291

0.02
0.04
0.06
0.03
0.47
0.10
0.02
0.09
0.01
0.55
0.07
0.05
0.09
0.07
0.73
0.02
0.88
0.03
0.14
0.17
0.93
0.05
0.02
0.26
0.04
0.00
0.28
0.04
0.14
0.03
0.07
0.54
0.04
0.04
0.07
0.33

1.54
2.41
1.51
1.28
-1.26
1.89
2.28
2.11
1.85
1.17
1.51
2.31
1.70
2.38
1.05
1.91
-1.02
3.02
-1.16
-1.29
-1.01
-1.28
1.99
-1.20
3.45
2.04
-1.19
1.49
1.31
3.22
2.31
1.13
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1.43
2.09
-1.23
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SLP3_0002_129_163
SLP3_0003_673_707
SLP3_0004_609_643
SLP3_0005_3_37
SLP3_0006_137_171
SLP3_0008_1459_1493
SLP3_0007_840_874
SLP3_0009_282_317
SLP3_0010_355_389
SLP3_0011_48_82
SLP3_0012_65_99
SLP3_0013_209_243
SLP3_0014_417_451

lytB STMO050_41_75
yabN/leuD_161_196

secA mutT_5_39

lpdA STMO155_11_45
STM0294.1n / STM0295_20¢
ybaK/ybaP_29_63

dsbG ahpC_13_47
gltJ/gltl_33_67
STM0869/STM0870_5_39
STM0904 STM0905_88_122
serS dmsA_63_101

icdA STM1239_158_193
envF / msgA_233_267
STM1273 / STM1274_22_56
STM1273/yeaQ_36_70
ydiL/ydiK_60_94
ydiH/STM1368_10_44
STM1528 STM1530_138_17
acnA cysB_145_179
STM1841 kdgR_45_84
STM1871/STM1872_21_55
edd zwf_2_36

yecA STM1939_63_97

0.06
0.51
0.21
0.01
0.02
0.33
0.05
0.01
0.01
0.30
0.70
0.62
0.09
0.29
0.09
0.02
0.10
0.16
0.12
0.11
0.07
0.95
0.38
0.02
0.24
0.86
0.41
0.57
0.18
0.01
0.03
0.04
0.02
0.62
0.28
0.00

1.43
1.08
-1.18
2.97
1.80
1.14
1.81
1.34
1.92
1.44
-1.06
-1.05
1.14
1.16
1.83
1.95
2.12
-1.34
1.35
-1.19
-1.43
1.06
-1.21
2.93
1.59
1.03
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-1.46
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2.40
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-1.12
2.09

M-

M-

M-

M-

M-

M-

M-

M-

M-

I+

I+

M-

M-
ISTnc30ll+
IsgrSll+
ISTnc40ll+
ISTnc50Il-
lisrAll+
IsroBll+
ISTnc70ll+
IsroClI-
IrybBII-
ISTnc100ll+
ISTnc130Il-
ISTnc150llI-
lisrCll+
lisrEll-
IryhB-2II-
IrprAll-
IrydBll|+
ISTnc170IlI-
ISTnc180Il-
ISTnc190Il+
IryeBlI-
ISTnc200II-
ISTnc210Il+



STM1994/0mpS_17_54
ompS cspB_5_39
yegD/STM2126_77_116
yegQ/STM2137_17_51
STM2243 / STM2244_213_2
ompC/yojN_40_76

glpC / STM2287_72_106
STM2287 /glpC_200_234
acrD yffB_29_63
STM2534/sseB_209_243
yfhK/purG_33_67
STM2614 / STM2616_33_67
STM2616 / STM2614_2_39
smpB / STM2690_178_212
STM2816 luxS_68_105

invH STM2901_16_54
invH/STM2901_8_46
yqcC/syd_311_345
gcvA/ygdl_155_189

kdul ygeF_9_43
STM3038 / STM3039_65_99
yofE/ygfA_93_127
ygfA/serA_57_91

STM3123 STM3124_109_14
yqiK/rfaE_98_136

greA dacB_3_37
yhblL/arcB_17_51

tnpA_5 yhfL_64_103
yhhX/yhhY_25_59

yhjB yhjC_73_107

STM3691 lIdP_3_38

yibD tdh_12_46
ilvB/emrD_49_83

STM3844 STM3845_25_59
glmU STM3863_89_123
yihA/yihl_158_192
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0.02
0.02
0.29
0.13
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0.21
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0.15
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0.66
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0.02
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0.05
1.00

3.22
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-13.14
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1.97
-1.17
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1.57
-1.33
1.22
1.01
1.06
-4.07
-1.50
-1.04
-1.09
1.30
1.31
1.32
1.23
1.84
-1.88
1.43
-1.07
2.75
-1.31
-1.66
1.22
1.59
3.24
-1.00

IrseX I+
ISTnc220Il-
IryeCll+
IcyaRlIl+
lisrGll+
ImicF [+
lisrH-2  II-
lisrH-11I-
ISTnc250Il-
IryfAll+
IglmY II-
lisrlll-

lisrJIl-
lisrLII-
ISTnc260Il+
ISTnc270Il+
linvRIl+
IcsrBII-
IgcvBIl+
ISTnc280Il+
lisrOll+
IssrSll+
IrygC I+
ISTnc300II-
IrygD II-
ISTnc330IlI-
IsraH [+
ISTnc340Il-
IryhB-11I-
ISTnc360Il+
ISTnc380Il-
ISTnc390Il-
listR II-
ISTnc400Il+
ISTnc410Il+
IcsrCll+



STM4097 / STM4098_65_99
argH/oxyR_73_107

pgi yjbE_87_121
soxR/STM4267_65_99
STM4310 tnpA_6_11_46
STM4503 STM4504_85_119

0.35
0.50
0.03
0.37
0.14
0.00

1.11
1.18
1.98
2.98
5.19
1.88

lisrPIl+
loxySlI-
ISTnc430IlI-
IsraLll-
ISTnc440Il+
ISTnc460II-
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